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<210> 1 

<211> 261 

<212> DNA 

<213> Conus gloria; 

<220> 

<221> CDS 

<222> (1) . . (231) 



<400> 1 

atg aaa ctg acg tgc atg atg ate gtt get gtg ctg 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu 



ttc ttg ace gee 
Phe Leu Thr Ala 



tgg aca ttc gtc acg get gat gac tec gga aat gga 
Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly 



atg gag att ctt 
Met Glu lie Leu 



ttt ccg aag gcg ggt cac gaa atg gag aac etc gaa 
Phe Pro Lys Ala Gly His Glu Met Glu Asn Leu Glu 



gtc tct aat egg 
Val Ser Asn Arg 



gtc aag ccg tgc cgt aaa gaa ggt caa ctt tgt gat 
Val Lys Pro Cys Arg Lys Glu Gly Gin Leu Cys Asp 



ccg ata ttt caa 
Pro He Phe Gin 



aac tgc tgc cgt ggc tgg aat tgc gtt ctt ttc tgc gtc tgaaactacc 241 
Asn Cys Cys Arg Gly Trp Asn Cys Val Leu Phe Cys Val 
65 70 75 



2 



gtgatgtctt ctctcccctc 261 

<210> 2 
<211> 77 
<212> PRT 

<213> Conus gloriamaris 
<400> 2 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Met Glu lie Leu 
20 25 30 

Phe Pro Lys Ala Gly His Glu Met Glu Asn Leu Glu Val Ser Asn Arg 
35 40 45 

Val Lys Pro Cys Arg Lys Glu Gly Gin Leu Cys Asp Pro lie Phe Gin 
50 55 60 

Asn Cys Cys Arg Gly Trp Asn Cys Val Leu Phe Cys Val 
65 70 75 

<210> 3 
<211> 29 
<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 3 and 13 may be pro or hydroxy-Pro; Xaa at residu 
e 7 may be Glu or gamma- caiboxy-Glu; Xaa at residue 22 may be Trp 
or bromo-Trp 

<400> 3 

Val Lys Xaa Cys Arg Lys Xaa Gly Gin Leu Cys Asp Xaa lie Phe Gin 
15 10 15 

Asn Cys Cys Arg Gly Xaa Asn Cys Val Leu Phe Cys Val 
20 25 

<210> 4 
<211> 29 
<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 3 and 13 may be pro or hydroxy-Pro; Xaa at residu 
e 7 may be Glu or gamma-carboxy-Glu; Xaa at residue 15 may be Tyr 
, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or O-phospn 
o-Tyr; Xaa at residue 22 may be Trp or bromo-Trp 

<4Q0> 4 

Val Lys Xaa Cys Arg Lys Xaa Gly Gin Leu Cys Asp Xaa lie Xaa Gin 
15 10 15 

Asn Cys Cys Arg Gly Xaa Asn Cys Val Leu Phe Cys Val 



<210> 5 
<211> 29 



3 



<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 3 and 13 may be pro or hydroxy-Pro; Xaa at residu 
e 7 may be Glu or gamma-carboxy-Glu; Xaa at residue 22 may be Trp 
or bromo-Trp; Xaa at residue 27 may be Tyr, 125-I-Tyr, mono-iodo 
-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospno-Tyr 

<400> 5 

Val Lys Xaa Cys Arg Lys Xaa Gly Gin Leu Cys Asp Xaa lie Phe Gin 
15 10 15 

Asn Cys Cys Arg Gly Xaa Asn Cys Val Leu Xaa Cys Val 



<210> 


6 


<211> 


542 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(146) 


<400> 


6 



gaagctggta cgcctgcagg taccggtccg gaattcccgg gtcgacatca tcatcatcga 60 

tccatctgtc catccatcca ttcattcatt cgctgccaga ctataataaa cattcaagtc 120 

tctctttctt tttgtgtctg acaga teg ate agg atg tgc cgt aga gaa get 172 
Ser lie Arg Met Cys Arg Arg Glu Ala 
1 5 

caa ctt tgt gat cog att ttt caa aac tgc tgc cat ggc ttg ttt tgc 220 
Gin Leu Cys Asp Pro lie Phe Gin Asn Cys Cys His Gly Leu Phe Cys 
10 15 20 25 

gtt ttg gtc tgc gtc taaaactacc gtgatgtctt ctcctcccct ctagtagtag 275 
Val Leu Val Cys Val 



taggcggccg 


ctctagagga 


tccaagctta 


cgtacgcgtg 


catgcgacgt 


catagctctt 


335 


etatagtgte 


acetaaattc 


aatteaetgg 


cegtcgtttt 


acaaegtegt 


gactgggaaa 


395 


accctggcgt 


tacccaactt 


aatcgccttg 


eagcacatec 


ccctttcgcc 


agctggegta 


455 


atagcgaaga 


ggcccgcacc 


gatcgccctt 


cccaacagtt 


gcgcagcctg 


aatggcgaat 


515 


gggacgcgcc 


ctgtagcggc 


gcattat 








542 



<210> 7 

<211> 30 

<212> PRT 

<213> Conus omaria 

<400> 7 

Ser lie Arg Met Cys Arg Arg Glu Ala Gin Leu Cys Asp Pro lie Phe 
15 10 15 

Gin Asn Cys Cys His Gly Leu Phe Cys Val Leu Val Cys Val 
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<210> 8 

<211> 27 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 5 is Glu or gamma-carboxy-Glu; Xaa at resid 
ay be Pro or hydroxy-Pro 

<400> 8 

Met Cys Arg Arg Xaa Ala Gin Leu Cys Asp Xaa lie Phe Gin Asn Cys 
15 10 15 

Cys His Gly Leu Phe Cys Val Leu Val Cys Val 
20 25 

<210> 9 

<211> 346 

<212> DNA 

<213> Conus textile 

<220> 

<221> CDS 

<222> (25) . . (315) 

<400> 9 

ggcattacct aaaacatcac caag atg aaa ctg acg tgc atg atg ate gtt 

Met Lys Leu Thr Cys Met Met lie Val 
1 5 

get gtg ctg ttc ttg acc gcc tgg aca ttc gtc acg get gat gac tec 
Ala Val Leu Phe Leu Thr Ala Trp Thr Phe Val Thr Ala Asp Asp Ser 
10 15 20 25 

aga aat gga atg gag aat ett ttt ceg aag gca ggt cae gaa atg gag 
Arg Asn Gly Met Glu Asn Leu Phe Pro Lys Ala Gly His Glu Met Glu 
30 35 40 

aac etc gaa gac tct aaa cac agg cac cag gag aga ccg gac acc ggc 
Asn Leu Glu Asp Ser Lys His Arg His Gin Glu Arg Pro Asp Thr Gly 
45 50 55 

gae aaa gaa gag atg etg eta eag aga eag gtc aag ccg tgt egt aaa 
Asp Lys Glu Glu Met Leu Leu Gin Arg Gin Val Lys Pro Cys Arg Lys 
60 65 70 

gaa cat caa ctt tgt gat ctg att ttt caa aac tgc tgc egt ggc tgg 
Glu His Gin Leu Cys Asp Leu lie Phe Gin Asn Cys Cys Arg Gly Trp 
75 80 85 

tat tge gtt gtt ctg tet tgc act tgaaagctac etgatgtgtt ctaetcecat 
Tyr Cys Val Val Leu Ser Cys Thr 



<211> 
<212> 
<213> 



5 



<400> 10 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Met Glu Asn Leu 
20 25 30 

Phe Pro Lys Ala Gly His Glu Met Glu Asn Leu Glu Asp Ser Lys His 
35 40 45 

Arg His Gin Glu Arg Pro Asp Thr Gly Asp Lys Glu Glu Met Leu Leu 
50 55 60 

Gin Arg Gin Val Lys Pro Cys Arg Lys Glu His Gin Leu Cys Asp Leu 
65 70 75 80 

He Phe Gin Asn Cys Cys Arg Gly Trp Tyr Cys Val Val Leu Ser Cys 
85 90 95 

Thr 



<210> 11 

<211> 31 

<212> PRT 

<213> Conus textile 



<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 1 may be Gin or pyro-Glu; Xaa at residue 4 may be 
Pro or hydroxy-Pro; Xaa at residue 8 may be Glu or gamma-carboxy- 
Glu; Xaa at residue 23 may be Trp or bromo-Trp; Xaa at residue 2 4 

<220> 

<221> SITE 
<222> (1) . . (31) 

<223> may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr 
or 0-phospho-Tyr 

<400> 11 

Xaa Val Lys Xaa Cys Arg Lys Xaa His Gin Leu Cys Asp Leu He Phe 
15 10 15 

Gin Asn Cys Cys Arg Gly Xaa Xaa Cys Val Val Leu Ser Cys Thr 
20 25 30 

<210> 12 

<211> 265 

<212> DNA 

<213> Conus omaria 



<220> 

<221> CDS 

<222> (1) . . (234) 



atg aaa ctg acg tgc ctg atg ate gtt gcc gtg ctg tec ttg acc ggc 
Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Ser Leu Thr Glv 
1 5 10 15 

tgg aca ttc gtc acg get gat gac tct gga aat gga ttg ggg aat ctt 
Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Leu Gly Asn Leu 
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ttt teg aat gca cat cac gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgc gtt cca cac gag ggc cct tgt aat tgg ctt aca caa 192 
Asn Lys Arg Cys Val Pro His Glu Gly Pro Cys Asn Trp Leu Thr Gin 
50 55 60 

aac tgc tgc agt ggt tat aat tgc ate att ttt ttc tgc eta 234 

Asn Cys Cys Ser Gly Tyr Asn Cys He He Phe Phe Cys Leu 

65 70 75 

taaaactacc gtgatgtctt ctcttcccct c 265 

<210> 13 

<211> 78 

<212> PRT 

<213> Conus omaria 

<400> 13 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Ser Leu Thr Gly 
1 5 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Val Pro His Glu Gly Pro Cys Asn Trp Leu Thr Gin 
50 55 60 

Asn Cys Cys Ser Gly Tyr Asn Cys He He Phe Phe Cys Leu 
65 70 75 

<210> 14 

<211> 27 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 3 and 7 may be Pro or hydroxy-Pro; Xaa at residue 
5 may be Glu or gamma-carboxy-Glu; Xaa at residue 10 may be Trp 
or bromo-Trp; Xaa at residue 19 may be Tyr, 125-I-Tyr, mono-iodo- 
Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 14 

Cys Val Xaa His Xaa Gly Xaa Cys Asn Xaa Leu Thr Gin Asn Cys Cys 
15 10 15 

Ser Gly Xaa Asn Cys He He Phe Phe Cys Leu 
20 25 

<210> 15 

<211> 321 

<212> DNA 

<213> Conus dalli 

<220> 

<221> CDS 

<222> (1) . . (291) 



<400> 15 

atg aaa ctg acg tgc ctg ctg ate att get gtg ctg ttc ttg acc gcc 

Met Lys Leu Thr Cys Leu Leu lie lie Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec gga aat gga atg gag aat ctt 
Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Met Glu Asn Leu 
20 25 30 

ttt cog aag gca cgt cac gaa atg gag aac etc gaa gac tct aaa cac 
Phe Pro Lys Ala Arg His Glu Met Glu Asn Leu Glu Asp Ser Lys His 
35 40 45 

agg cac cag gag aga ccg gac acg ggc gac aaa gaa gag atg ctg eta 
Arg His Gin Glu Arg Pro Asp Thr Gly Asp Lys Glu Glu Met Leu Leu 
50 55 60 

cag aga cag gtc aag ccg tgt cgt aaa gaa cat caa ctt tgt gat ctg 
Gin Arg Gin Val Lys Pro Cys Arg Lys Glu His Gin Leu Cys Asp Leu 
65 70 75 80 

att ttt caa aac tgc tgc cgt ggc tgg tat tgc ttg ctt cgt cct tgc 
lie Phe Gin Asn Cys Cys Arg Gly Trp Tyr Cys Leu Leu Arg Pro Cys 
85 90 95 

ate tgaaactacc gtgatgtctt ctctcccate 
He 

<210> 16 

<211> 97 

<212> PRT 

<213> Conus dalli 

<400> 16 

Met Lys Leu Thr Cys Leu Leu He lie Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Met Glu Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Glu Asn Leu Glu Asp Ser Lys His 
35 40 45 

Arg His Gin Glu Arg Pro Asp Thr Gly Asp Lys Glu Glu Met Leu Leu 
50 55 60 

Gin Arg Gin Val Lys Pro Cys Arg Lys Glu His Gin Leu Cys Asp Leu 
65 70 75 80 

He Phe Gin Asn Cys Cys Arg Gly Trp Tyr Cys Leu Leu Arg Pro Cys 
85 90 95 



He 




<210> 


17 


<211> 


31 


<212> 


PRT 


<213> 


Conus dalli 


<220> 




<221> 


SITE 


<222> 


(1) . . (31) 


<223> 


Xaa at residue 



1 may be Gin or pyro-Glu; Xaa at residues 4 and 2 9 
hydroxy-Pro; Xaa at residue 8 may be Glu or gamma- 



carboxy-Glu ; Xaa at residue 23 may be Trp or bromo-Trp; 

<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 24 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-T 
yr, O-sulpho-Tyr or 0-phospho-Tyr 

<400> 17 

Xaa Val Lys Xaa Cys Arg Lys Xaa His Gin Leu Cys Asp Leu lie Phe 
15 10 15 

Gin Asn Cys Cys Arg Gly Xaa Xaa Cys Leu Leu Arg Xaa Cys lie 
20 25 30 

<210> 18 

<211> 321 

<212> DNA 

<213> Conus dalli 

<220> 

<221> CDS 

<222> (1) . . (291) 

<400> 18 

atg aaa ctg acg tgt atg ctg ate att get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Met Leu lie He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec gga aat gga atg gag aat ctt 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Met Glu Asn Leu 
20 25 30 

ttt ccg aag gca cgt cac gaa atg gag aac etc gaa gac tct aaa cac 144 
Phe Pro Lys Ala Arg His Glu Met Glu Asn Leu Glu Asp Ser Lys His 
35 40 45 

agg cae cag gag aga ecg gac acg ggc gac aaa gaa gag atg ctg eta 192 
Arg His Gin Glu Arg Pro Asp Thr Gly Asp Lys Glu Glu Met Leu Leu 
50 55 60 

cag aga egg gtc aag ccg tgc agt gaa gaa ggt caa ctt tgt gat cca 240 
Gin Arg Arg Val Lys Pro Cys Ser Glu Glu Gly Gin Leu Cys Asp Pro 
65 70 75 80 

ctt tct caa aac tgc tgc cgt ggc tgg cat tgc gtt ctt gtc tct tgc 288 
Leu Ser Gin Asn Cys Cys Arg Gly Trp His Cys Val Leu Val Ser Cys 
85 90 95 

gtc tgaaaetace gtgatgtctt ctetcccate -391 
Val 

<210> 19 

<211> 97 

<212> PRT 

<213> Conus dalli 

<400> 19 

Met Lys Leu Thr Cys Met Leu He He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Met Glu Asn Leu 
20 25 30 
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Phe Pro Lys Ala Arg His Glu Met Glu Asn Leu Glu Asp Ser Lys His 
35 40 45 

Arg His Gin Glu Arg Pro Asp Thr Gly Asp Lys Glu Glu Met Leu Leu 
50 55 60 

Gin Arg Arg Val Lys Pro Cys Ser Glu Glu Gly Gin Leu Cys Asp Pro 
65 70 75 80 

Leu Ser Gin Asn Cys Cys Arg Gly Trp His Cys Val Leu Val Ser Cys 
85 90 95 



<211> 30 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 3 and 13 may be Pro or hydroxy-Pro; Xaa at resi 
es 6 and 7 may be Glu or gamma-carboxy-Glu ; Xaa at residue 22 : 
y be Trp or bromo-Trp 

<400> 20 

Val Lys Xaa Cys Ser Xaa Xaa Gly Gin Leu Cys Asp Xaa Leu Ser Gin 
15 10 15 

Asn Cys Cys Arg Gly Xaa His Cys Val Leu Val Ser Cys Val 
20 25 30 



<210> 


21 




<211> 


406 




<212> 


DNA 




<213> 


Conus 


textile 


<220> 






<221> 


CDS 




<222> 


(14) . . 


. (247) 


<400> 


21 





aaacatcgcc aag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu 
15 10 

ttc ttg acc gcc tgg aca ttt gee acg get gat gac ccc aga aat gga 
Phe Leu Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly 
15 20 25 

ttg ggg aat ctt ttt teg aat gca cat cac gaa atg aag aac ccc gaa 
Leu Gly Asn Leu Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu 
30 35 40 

gcc tct aaa ttg aac aag agg tgg tgc aaa caa age ggt gaa atg tgt 
Ala Ser Lys Leu Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cvs 
45 50 55 60 

aat ttg tta gac caa aac tgc tgc gac ggc tat tgc ata gta ctt gtc 
Asn Leu Leu Asp Gin Asn Cys Cys Asp Gly Tyr Cys lie Val Leu Val 



tgc aca taaaactgcc gtgatgtctt ctcttcccct ctgtgctacc tggcttgatc 



297 



10 



tttgattggc gcgtgtcgtt cactggttat gaaccccccc cccccccccc ccccccccct 357 

tccggctctc tggaggcctc gggggttcaa catccaaata aagtgacag 406 

<210> 22 
<211> 78 
<212> PRT 

<213> Conus textile 
<400> 22 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

Gin Asn Cys Cys Asp Gly Tyr Cys He Val Leu Val Cys Thr 
65 70 75 

<210> 23 
<211> 27 
<212> PRT 

<213> Conus textile 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue' 1 may be Trp or bromo-Trp; Xaa at residue 7 may be 
Glu or gairana-carboxy-Glu; Xaa at residue 20 may be Tyr, 125-I-Ty 
r, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or O-phospho-Tyr 

<400> 23 

Xaa Cys Lys Gin Asp Gly Xaa Met Cys Asn Leu Leu Asp Gin Asn Cys 
15 10 15 



Cys Asp Gly Xaa Cys He Val Leu Val Cys Thr 



<210> 24 

<211> 27 

<212> PRT 

<213> Conus textile 



<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 7 may be 
Glu or gamma-carboxy-Glu;Xaa at residue 9 is Nle; Xaa at residue 
20 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-T 
yr or O-phospho-Tyr 

<400> 24 

Xaa Cys Lys Gin Asp Gly Xaa Xaa Cys Asn Leu Leu Asp Gin Asn Cys 
15 10 15 
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Cys Asp Gly Xaa Cys lie Val Leu Val Cys Thr 
20 25 

<210> 25 

<211> 265 

<212> DNA 

<213> Conus magus 

<220> 

<221> CDS 

<222> (1) . . (234) 

<400> 25 

atg aaa ctg acg tgt gtg atg ate gtt get gtg ctg ttc ttg acc gcc 48 
Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg aat ctt 96 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

ttt teg aat gca cat eac gaa atg aag aac cce gaa gcc tet aaa ttg 144 
Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgg tgc aaa caa age ggt gaa atg tgt aat ttg tta gac 192 
Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

caa aac tgc tgc gac gge tat tgc ata gta ctt gtc tgc aca 234 
Gin Asn Cys Cys Asp Gly Tyr Cys lie Val Leu Val Cys Thr 
65 70 75 

taaaactgcc gtgatgtctt etcctccect e 265 

<210> 26 

<211> 78 

<212> PRT 

<213> Conus magus 

<400> 26 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

Gin Asn Cys Cys Asp Gly Tyr Cys lie Val Leu Val Cys Thr 
65 70 75 

<210> 27 

<211> 27 

<212> PRT 

<213> Conus magus 

<220> 

<221> SITE 
<222> (1) . . (27) 
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<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 7 ma 
Glu or gamma-carboxy-Glu; Xaa at residue 2 0 may be Tyr, 125- 
r, mono-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr 

<400> 27 * 

Xaa Cys Lys Gin Ser Gly Xaa Met Cys Asn Leu Leu Asp Gin Asn Cys 
15 10 15 

Cys Asp Gly Xaa Cys lie Val Leu Val Cys Thr 



<210> 


28 


<211> 


27 


<212> 


PRT 


<213> 


Conus textile 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 


<223> 


Xaa at residue 



may be Trp or bromo-Trp; Xaa at residue 7 may be 
Glu or gamma-carboxy-Glu; Xaa at residue 20 may be Tyr, 125-I-Ty 
r, mono-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr 

<400> 28 

Xaa Cys Lys Gin Ser Gly Xaa Met Cys Asn Leu Leu Asp Gin Asn Cys 
15 10 15 

Cys Asp Gly Xaa Cys lie Val Phe Val Cys Thr 
20 25 

<210> 29 

<211> 265 

<212> DNA 

<213> Conus distans 

<220> 

<221> CDS 

<222> (1)..(234) 

<400> 29 

atg aaa ctg acq tgc ctg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Ala 

15 10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg aat ctt 96 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

ttt teg aat gca cat cac gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgg tgc aaa caa age ggt gaa atg tgt aat ttg tta gac 192 
Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

caa aac tgc tgc gac ggc tat tgc ata gta ctt gtc tgc aca 234 
Gin Asn Cys Cys Asp Gly Tyr Cys He Val Leu Val Cys Thr 
65 70 75 

taaaactgcc gtgatgtctt ctcctcccct c 265 

<210> 30 
<211> 78 
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<212> PRT 

<213> Conus distans 



<400> 30 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Ala 
1^5 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

Gin Asn Cys Cys Asp Gly Tyr Cys He Val Leu Val Cys Thr 



<210> 31 

<211> 27 

<212> PRT 

<213> Conus distans 



<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 7 may be 
Glu or gamma -carboxy-Glu; Xaa at residue 20 may be Tyr, 125-I-Ty 
r, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 31 

Xaa Cys Lys Gin Ser Gly Xaa Met Cys Asn Leu Leu Asp Gin Asn Cys 
15 10 15 

Cys Asp Gly Xaa Cys He Val Leu Val Cys Thr 
20 25 



<210> 32 

<211> 265 

<212> DNA 

<213> Conus ammiralis 



<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 32 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg aat ctt 96 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 

20 25 30 

ttt tog aat gca cat cac gaa atg aag aac ccc gaa gcc tct aaa ttg 144 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 

35 40 45 

aac aag agg tgg tgc aaa caa age ggt gaa atg tgt aat ttg tta gac 192 

Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 
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caa aac tgc tgc gag ggc tat tgc ata gta ctt gtc tgc aca 234 
Gin Asn Cys Cys Glu Gly Tyr Cys He Val Leu Val Cys Thr 
65 70 75 



taaaactgcc gtgatgtctt ctcctcccct 

<210> 33 

<211> 78 

<212> PRT 

<213> Conus ammiralis 



<400> 33 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 

20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Trp Cys Lys Gin Ser Gly Glu Met Cys Asn Leu Leu Asp 
50 55 60 

Gin Asn Cys Cys Glu Gly Tyr Cys He Val Leu Val Cys Thr 
65 70 75 



<210> 34 

<211> 27 

<212> PRT 

<213> Conus ammiralis 



<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residues 7 and 1 
8 may be Glu or gamma-carboxy-Glu; Xaa at residue 20 may be Tyr, 
125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho 
-Tyr 



Xaa Cys Lys Gin Ser Gly Xaa Met Cys Asn Leu Leu Asp Gin Asn Cys 

15 10 15 

Cys Xaa Gly Xaa Cys lie Val Leu Val Cys Thr 
20 25 



<210> 


35 


<211> 


256 


<212> 


DNA 


<213> 


Conus dalli 


<220> 




<221> 


CDS 


<222> 


(1) . . (225) 



<400> 



atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc gee 
Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gcc acg get gat gac ccc aga aat gga ttg gag aat ctt 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
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ttt ttg aag gca cat cac gaa atg aac ccc gaa gcc tct aag ttg aat 144 
Phe Leu Lys Ala His His Glu Met Asn Pro Glu Ala Ser Lys Leu Asn 
35 40 45 

gag agg tgc ctt ggt ggt ggt gaa gtt tgt gat ate ttt ttt cca caa 192 
Glu Arg Cys Leu Gly Gly Gly Glu Val Cys Asp lie Phe Phe Pro Gin 
50 55 60 

tgc tgt ggc tat tgc att ctt ctt ttc tgc aca taaaactacc gtgatgtctt 245 

Cys Cys Gly Tyr Cys lie Leu Leu Phe Cys Thr 

65 70 75 

ctcctcccct c 256 

<210> 36 

<211> 75 

<212> PRT 

<213> Conus dalli 

<400> 36 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Leu Lys Ala His His Glu Met Asn Pro Glu Ala Ser Lys Leu Asn 
35 40 45 

Glu Arg Cys Leu Gly Gly Gly Glu Val Cys Asp He Phe Phe Pro Gin 
50 55 60 

Cys Cys Gly Tyr Cys He Leu Leu Phe Cys Thr 
65 70 75 

<210> 37 

<211> 25 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy-Pro;Xaa at residue 18 may be Tyr, 125-1- 
Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 37 

Cys Leu Gly Gly Gly Xaa Val Cys Asp He Phe Phe Xaa Gin Cys Cys 
15 10 15 

Gly Xaa Cys He Leu Leu Phe Cys Thr 
20 25 

<210> 38 
<211> 441 
<212> DNA 

<213> Conus gloriamaris 
<220> 

<221> CDS 

<222> (70) . . (300) 



<400> 38 
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gcttgcacgg tgaatttggc ttcacagttt tccactgtcg tctttggcat catctgaaac 6 

atcgccaag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ttg 11 
Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg 15 
Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly 
15 20 25 30 

aat att ttt teg aat gca cat eac gaa atg aag aat cec gaa gcc tct 20 
Asn He Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser 
35 40 45 

aaa ttg aac aag agg tgc cgt eta ggg get gaa agt tgt gat gta att 25 
Lys Leu Asn Lys Arg Cys Arg Leu Gly Ala Glu Ser Cys Asp Val He 
50 55 60 

tea caa aac tgc tgc caa ggc acg tgc gtt ttt ttc tgc tta cca 30( 
Ser Gin Asn Cys Cys Gin Gly Thr Cys Val Phe Phe Cys Leu Pro 
65 70 75 

tgatgtettc tattctcctc tgtgctacct ggcttgatct ttcattagcg cgtgcctttc 36( 

actggttatg aaccccctga tccgactcte tggcagcctc gggggttcaa catccaaata 42( 

aaaegacage acaatgacaa a 

<210> 39 
<211> 77 
<212> PRT 

<213> Conus gloriamaris 
<400> 39 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn He 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Arg Leu Gly Ala Glu Ser Cys Asp Val He Ser Gin 
50 55 60 

Asn Cys Cys Gin Gly Thr Cys Val Phe Phe Cys Leu Pro 
65 70 75 

<210> 40 

<211> 26 

<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 

<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu ; Xaa at residue 
2 6 may be Pro or hydroxy-Pro 

<400> 40 

Cys Arg Leu Gly Ala Xaa Ser Cys Asp Val He Ser Gin Asn Cys Cys 
15 10 15 
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Gin Gly Thr Cys Val Phe Phe Cys Leu Xaa 
20 25 

<210> 41 
<211> 446 
<212> DNA 

<213> Conus gloriamaris 
<220> 

<221> CDS 

<222> (74) , . (304) 

<400> 41 

ggatccttgc acggtgaatt tggcttcaca gttttccact gtcgtctttc gcatcatcca 60 

aaacatcacc aag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg 109 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu 
15 10 

ttc ttg acc gcc tgg aca ttc gcc acg get gat gac ccc aga aat gga 157 
Phe Leu Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly 
15 20 25 

ttg gag aaa ctt ttt teg aat aca cat cac gaa atg aag aac ccc gaa 205 
Leu Glu Lys Leu Phe Ser Asn Thr His His Glu Met Lys Asn Pro Glu 
30 35 40 

gcc tct aaa ttg aac aag agg tgc aaa caa get gat gaa tct tgt aat 253 
Ala Ser Lys Leu Asn Lys Arg Cys Lys Gin Ala Asp Glu Ser Cys Asn 
45 50 55 60 

gta ttt tea ett gac tgc tgc acc gge tta tgc ttg gga ttc tgc gta 301 
Val Phe Ser Leu Asp Cys Cys Thr Gly Leu Cys Leu Gly Phe Cys Val 



tgtgccttte attggttatg aacccecctg ateegattct ttggeggcct cgggggttca 

acatccaaat aaagcgacag cacaataaaa aa 

<210> 42 
<211> 77 
<212> PRT 

<213> Conus gloriamaris 
<400> 42 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Lys Leu 
20 25 30 

Phe Ser Asn Thr His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Lys Gin Ala Asp Glu Ser Cys Asn Val Phe Ser Leu 
50 55 60 



Asp Cys Cys Thr Gly Leu Cys Leu Gly Phe Cys Val Ser 
65 70 75 
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<211> 


26 


<212> 


PRT 


<213> 


Conus gloriamaris 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residue 6 may 


<400> 


43 


Cys Lys Gin Ala Asp Xaa Ser 


1 


5 


Thr Gl 


y Leu Cys Leu Gly Phe 




20 


<210> 


44 


<211> 


242 


<212> 


DNA 


<213> 


Conus gloriamaris 


<220> 




<221> 


CDS 


<222> 


(1) . . (225) 


<400> 


44 




a ctg acg tgc atg atg 


Met Lys Leu Thr Cys Met Met 


1 


5 



tgg aca ttc gcc acg gcc ate acc agg aat gga ttg ggg aat ctt ttt 
Trp ■ Thr Phe Ala Thr Ala He Thr Arg Asn Gly Leu Gly Asn Leu Phe 
20 25 30 

ccg aag aat cat cac gaa atg aag aac ccc gaa gcc tct aaa ttg aac 
Pro Lys Asn His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu Asn 
35 40 45 

aag agg tgc gtt cca tac gag ggc cct tgt aat tgg ctt aca caa aac 
Lys Arg Cys Val Pro Tyr Glu Gly Pro Cys Asn Trp Leu Thr Gin Asn 
50 55 60 

tgc tgc gat gag eta tgc gta ttt ttc tgc eta taaaactagc ctgatgt 
Cys Cys Asp Glu Leu Cys Val Phe Phe Cys Leu 
65 70 75 

<210> 45 
<211> 75 
<212> PRT 

<213> Conus gloriamaris 
<400> 45 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

Trp Thr Phe Ala Thr Ala He Thr Arg Asn Gly Leu Gly Asn Leu Phe 
20 25 30 

Pro Lys Asn His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu Asn 
35 40 45 

Lys Arg Cys Val Pro Tyr Glu Gly Pro Cys Asn Trp Leu Thr Gin Asn 
50 55 60 
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Cys Cys Asp Glu Leu Cys Val Phe Phe Cys Leu 
65 70 75 

<210> 46 
<211> 25 
<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 2 and 7 may be Pro or hydroxy-Pro; Xaa at residue 
4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr 
or 0-phospho-Tyr; Xaa at residue 5 and 18 may be Glu or gamma-ca 
rboxy-Glu ; Xaa at residue 10 may be Trp or bromo-Trp 

<400> 46 

Cys Val Xaa Xaa Xaa Gly Xaa Cys Asn Xaa Leu Thr Gin Asn Cys Cys 



Asp Xaa Leu Cys Val Phe Phe Cys Leu 



<210> 


47 


<211> 


250 


<212> 


DNA 


<213> 


Conus magus 


<220> 




<221> 


CDS 


<222> 


(1) . . (231) 


<400> 


47 



atg aaa ctg acg tgc gtg atg ate gtt get gtg etc ttc ttg ace gtc 
Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Val 
15 10 15 

tgg aca ttc gcc acg get gat gac tec gga aat gga ttg gag aaa ett 
Trp Thr Phe Ala Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Lys Leu 
20 25 30 

ttt teg aat gca cat cae gaa atg aag aae ccc gaa gcc tct aaa ttg 
Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 



aae aag agg tgc aaa caa get gat gaa eet tgt gat gta ttt tea ett 

Asn Lys Arg Cys Lys Gin Ala Asp Glu Pro Cys Asp Val Phe Ser Leu 
50 55 60 

gaa tgc tgc acc ggc ata tgt ett gga ttc tgc acg tgg tgatgtcttc 

Glu Cys Cys Thr Gly lie Cys Leu Gly Phe Cys Thr Trp 



<210> 48 

<211> 77 

<212> PRT 

<213> Conus magus 

<400> 48 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Val 



20 



Trp Thr Phe Ala Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Lys Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Lys Gin Ala Asp Glu Pro Cys Asp Val Phe Ser Leu 
50 55 60 

Glu Cys Cys Thr Gly lie Cys Leu Gly Phe Cys Thr Trp 
65 70 75 

<210> 49 

<211> 26 

<212> PRT 

<213> Conus magus 

<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 6 and 14 may be Glu or gamma-carboxy-Glu; Xaa at r 
esidue 7 may be Pro or hydroxy-Pro; Xaa at residue 2 5may be Trp o 
r bromo-Trp 

<400> 49 

Cys Lys Gin Ala Asp Xaa Xaa Cys Asp Val Phe Ser Leu Xaa Cys Cys 
15 10 15 

Thr Gly lie Cys Leu Gly Phe Cys Thr Xaa 



<210> 50 

<211> 434 

<212> DNA 

<213> Conus textile 

<220> 

<221> CDS 

<222> (71) . . (295) 

<400> 50 

gccttgcacg gtgaatttgg cttcatagtt ttccactgtc gtctttggca tcatccaa; 

catcaccaag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe 



ttg acc gcc tgg aca ttc gcc acg get gat gac tec age aat gga ttg 
Leu Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Ser Ser Asn Gly Leu 



gag aat ctt ttt ttg aag gca cat cac gaa atg aac cce gaa gcc tct 
Glu Asn Leu Phe Leu Lys Ala His His Glu Met Asn Pro Glu Ala Ser 



aag ttg aac gag agg tgc ctt gat get ggt gaa gtt tgt gat att ttt 

Lys Leu Asn Glu Arg Cys Leu Asp Ala Gly Glu Val Cys Asp lie Phe 

50 55 60 

ttt cea aca tgc tgc ggc tat tgc att ctt ctt ttc tgc gca 

Phe Pro Thr Cys Cys Gly Tyr Cys lie Leu Leu Phe Cys Ala 



taaaactacc gtgatgtctt ctacteccet ctgtgctacc tggettgate tttgattggc 355 
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ccctt cactggttat gaaacccctg atccagctct ctggaggcct cgggggttca 415 



434 



gcgt; 

acatccaaat aaagcgaca 

<210> 51 
<211> 75 
<212> PRT 

<213> Conus textile 
<400> 51 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Ser Ser Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Leu Lys Ala His His Glu Met Asn Pro Glu Ala Ser Lys Leu Asn 
35 40 45 

Glu Arg Cys Leu Asp Ala Gly Glu Val Cys Asp He Phe Phe Pro Thr 
50 55 60 

Cys Cys Gly Tyr Cys He Leu Leu Phe Cys Ala 
65 70 75 

<210> 52 
<211> 25 
<212> PRT 

<213> Conus textile 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy-Pro; Xaa at residue 18 may be Tyr, 125- 
I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr . 

<400> 52 

Cys Leu Asp Ala Gly Xaa Val Cys Asp He Phe Phe Xaa Thr Cys Cys 
15 10 15 

Gly Xaa Cys He Leu Leu Phe Cys Ala 



<210> 


53 


<211> 


26 


<212> 


PRT 


<213> 


Conus textile 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 




esidue 7 may be 


<400> 


53 



DT hydroxy-Pro 

Cys He Xaa Gin Phe Asp Xaa Cys Xaa Met He Arg His Thr Cys Cys 
15 10 15 

Val Gly Val Cys Phe Leu Met Ala Cys He 
20 25 

<210> 54 
<211> 26 
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<212> PRT 

<213> Conus textile 



<220> 

<221> SITE 



<222> (1) - . (26) 

<223> Xaa at residues 3, 7 and 13 may be Pro or hydroxy-Pro; Xaa at re 
sidue 19 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sul 
pho-Tyr or 0-phospho-Tyr 

<400> 54 

Cvs Ala Xaa Phe Leu His Xaa Cys Thr Phe Phe Phe Xaa Asn Cys Cys 
1 5 10 15 

Asn Ser Xaa Cys Val Gin Phe lie Cys Leu 



<210> 


55 




<211> 


260 




<212> 


DNA 




<213> 


Conus 


omaria 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(240) 


<400> 


55 




atg aa; 


a ctg 


acg tgc 


Met Lys Leu 


Thr Cys 


1 




5 



tgg aca ttc gcc acg get gat gac ccc aga aat gga ttg gag aat ttt 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Phe 
20 25 30 

ttt teg aag aca caa cac gaa atg aag aac ccc gaa gcc tct aaa ttg 
Phe Ser Lys Thr Gin His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgc eta gca gaa cat gaa act tgt aat ata ttt aca caa 
Asn Lys Arg Cys Leu Ala Glu His Glu Thr Cys Asn He Phe Thr Gin 
50 55 60 

aac tgc tgc gaa ggc gtg tgc att ttt ate tgc gta caa get cca gag 
Asn Cys Cys Glu Gly Val Cys He Phe He Cys Val Gin Ala Pro Glu 
65 70 75 80 

tgatgtcttc tcctccccte 

<210> 56 

<211> 80 

<212> PRT 

<213> Conus omaria 

<400> 56 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 



Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Le 



. Glu Asn Phe 



Phe Ser Lys Thr Gin His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 
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Asn Lys Arg Cys Leu Ala Glu His Glu Thr Cys Asn lie 



Phe Thr Gin 



50 


55 


Asn Cys 


Cys Glu Gly Val Cys 


65 


70 


<210> 


57 


<211> 


29 


<212> 


PRT 


<213> 


Conus omaria 


<220> 




<221> 


SITE 


<222> 


(1) . . (29) 


<223> 


Xaa at residues 4, 6, 



Xaa at residue 28 may be Pro or hydroxy-Pro 
<400> 57 

Cys Leu Ala Xaa His Xaa Thr Cys Asn He Phe Thr Gin Asn Cys Cys 
1 5 10 15 

Xaa Gly Val Cys He Phe He Cys Val Gin Ala Xaa Xaa 
20 25 



<210> 


58 




<211> 


261 




<212> 


DNA 




<213> 


Conus 


oraaria 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(231) 


<400> 


58 




atg aaa ctg 


act gtc 


Met Lys Leu 


Thr Val 


1 




5 



tgg aca ttt gcc acg get gaa gac ccc aga cat gga ttg gag aat ctt 

Trp Thr Phe Ala Thr Ala Glu Asp Pro Arg His Gly Leu Glu Asn Leu 

20 25 30 

ttt teg aag gca cat cac gaa atg aag aac act gaa gac tct aaa ttg 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Asp Ser Lys Leu 

35 40 45 

gac aag agg tgc att cca cat ttt gac cct tgt gac ccg ata cgc cac 

Asp Lys Arg Cys He Pro His Phe Asp Pro Cys Asp Pro He Arg His 
50 55 60 

acc tgc tgc ttt ggc ctg tgc eta eta ata gcc tgc ate taaaactgcc 

Thr Cys Cys Phe Gly Leu Cys Leu Leu He Ala Cys He 



gtgatgtctt ctctcccatc 

<210> 59 

<211> 77 

<212> PRT 

<213> Conus omaria 

<400> 59 

Met Lys Leu Thr Val Met Met He Val Ala Val Leu Phe Leu Thr Ala 
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Trp Thr Phe Ala Thr Ala Glu Asp Pro Arg His Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Asp Ser Lys Leu 
35 40 45 

Asp Lys Arg Cys lie Pro His Phe Asp Pro Cys Asp Pro lie Arg His 
50 55 60 

Thr Cys Cys Phe Gly Leu Cys Leu Leu lie Ala Cys lie 
65 70 75 



<223> Xaa at residues 3, 7 and 10 may be Pro or hydroxy-Pro. 



<210> 


60 


<211> 


26 


<212> 


PRT 


<213> 


Conus 


<220> 




<221> 


SITE 


<222> 


(1) . . 


<223> 


Xaa a1 


<400> 


60 


Cys lie Xaa I 


1 




Phe Gly Leu ( 


<210> 


61 


<211> 


259 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(1) . . 


<400> 


61 


atg aa. 


a ctg 



Leu lie Ala Cys lie 



(228) 

acg tgc gtg atg acc gtt get gtg ctg ttc ttg acc gcc 
Met Lys Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gaa gac ccc aga gat gga ttg aag aat ctt 
Trp Thr Phe Val Thr Ala Glu Asp Pro Arg Asp Gly Leu Lys Asn Leu 
20 25 30 

tta tea aat gea eat aac gaa atg aag aac ccc gaa gcc tct aca ttg 
Leu Ser Asn Ala His Asn Glu Met Lys Asn Pro Glu Ala Ser Thr Leu 
35 40 45 

aac gag agg tgc ctt ggg ttt ggt gaa get tgt ctt ata ctt tat tea 
Asn Glu Arg Cys Leu Gly Phe Gly Glu Ala Cys Leu lie Leu Tyr Ser 
50 55 60 

gac tgc tgc ggc tat tgc gtt ggt get ate tgc eta taaaactaee 
Asp Cys Cys Gly Tyr Cys Val Gly Ala lie Cys Leu 



gtgatgtctt etccteccet c 

<210> 62 
<211> 76 
<212> PRT 
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<213> Conus omarxa 
<400> 62 

Met Lys Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Glu Asp Pro Arg Asp Gly Leu Lys Asn Leu 
20 25 30 

Leu Ser Asn Ala His Asn Glu Met Lys Asn Pro Glu Ala Ser Thr Leu 
35 40 45 

Asn Glu Arg Cys Leu Gly Phe Gly Glu Ala Cys Leu He Leu Tyr Ser 
50 55 60 

Asp Cys Cys Gly Tyr Cys Val Gly Ala He Cys Leu 
65 70 75 

<210> 63 

<211> 25 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) - . (25) 

<223> Xaa at residue m6 ay be Glu or gamma-carboxy-Glu; Xaa at residues 
12 and 18 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-s 
ulpho-Tyr or 0-phospho-Tyr 



<400> 


63 


Cys Leu Gly 


1 




Gly X£ 


a Cys 


<210> 


64 


<211> 


262 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(1) . . 


<400> 


64 


atg a 


la ctg 


Met Lys Leu 


1 





Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 

15 10 15 

tgg aca ttc gee acg get gat gac ccc aga aat gga ttg gag aat ctt 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 

20 25 30 

ttt teg aag aca caa cac aaa atg aag aac ccc gaa gcc tct aaa ttg 

Phe Ser Lys Thr Gin His Lys Met Lys Asn Pro Glu Ala Ser Lys Leu 

35 40 45 

aac aag agg tgc aaa gca gaa aat gaa ctt tgt aat ata ttt ata caa 

Asn Lys Arg Cys Lys Ala Glu Asn Glu Leu Cys Asn He Phe He Gin 

50 55 60 

aac tgc tgc gac ggg acg tgc ctt ctt ate tgc ata caa aat cca cag 



26 

Asn Cys Cys Asp Gly Thr Cys Leu Leu He Cys He Gin Asn Pro Gin 
65 70 75 80 

tgatgtcttc tctcctaccc tc 262 

<210> 65 
<211> 80 
<212> PRT 

<213> Conus aulicus 
<400> 65 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Thr Gin His Lys Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Lys Ala Glu Asn Glu Leu Cys Asn He Phe He Gin 
50 55 60 

Asn Cys Cys Asp Gly Thr Cys Leu Leu He Cys He Gin Asn Pro Gin 
65 70 75 80 

<210> 66 

<211> 29 

<212> PRT 

<213> Conus aulicus 
<220> 

<221> SITE 

<222> (1) . . (29) 

<223> Xaa at residues 4 and 6may be Glu or gamma-carboxy-Glu; Xaa at re 
sidue 28 may be Pro or hydroxy-Pro 

<400> 66 

Cys Lys Ala Xaa Asn Xaa Leu Cys Asn He Phe He Gin Asn Cys Cys 
15 10 15 

Asp Gly Thr Cys Leu Leu He Cys He Gin Asn Xaa Gin 
20 25 

<210> 67 

<211> 258 

<212> DNA 

<213> Conus aulicus 

<220> 

<221> CDS 

<222> (1) . . (228) 

<400> 67 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg gat aat cgt 96 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Asp Asn Arg 



ttt teg aag gca cgt cac gaa atg aat aac cgc aga gcc tct aaa ttg 144 
Phe Ser Lys Ala Arg His Glu Met Asn Asn Arg Arg Ala Ser Lys Leu 
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aac aag agg tgc ctt gag ttt ggt gaa ctt tgt aat ttt ttt ttc cca 192 
Asn Lys Arg Cys Leu Glu Phe Gly Glu Leu Cys Asn Phe Phe Phe Pro 
50 55 60 

acc tgc tgc ggc tat tgc gtt ctt ctt gtc tgc eta taaactaccg 238 
Thr Cys Cys Gly Tyr Cys Val Leu Leu Val Cys Leu 
65 70 75 

tgatgtcttc tcttcccctc 258 

<210> 68 
<211> 76 
<212> PRT 

<213> Conus aulicus 
<400> 68 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Asp Asn Arg 
20 25 30 

Phe Ser Lys Ala Arg His Glu Met Asn Asn Arg Arg Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Leu Glu Phe Gly Glu Leu Cys Asn Phe Phe Phe Pro 
50 55 60 

Thr Cys Cys Gly Tyr Cys Val Leu Leu Val Cys Leu 
65 70 75 

<210> 69 
<211> 25 
<212> PRT 

<213> Conus aulicus 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3 and 6 may be Glu or gamma- carboxy-Glu; Xaa at r 
esidue 13 may be Pro or hydroxy-Pro; Xaa at residue 18 may be Tyr 
, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or 0-phosph 
o-Tyr 

<400> 69 

Cys Leu Xaa Phe Gly Xaa Leu Cys Asn Phe Phe Phe Xaa Thr Cys Cys 
15 10 15 

Gly Xaa Cys Val Leu Leu Val Cys Leu 



<210> 


70 


<211> 


263 


<212> 


DNA 


<213> 


Conus dalli 


<220> 




<221> 


CDS 


<222> 


(1) . . (231) 


<400> 


70 



atg aaa ctg acg tgt gtg atg ate gtt get gtg ctg 
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Met Lvs Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttt gtc atg get gat gac tec gga aat gga ttg gaa aat ctg 
Trp Thr Phe Val Met Ala Asp Asp Ser Gly Asn Gly Leu Glu Asn Leu 
20 25 30 

ttt teg aag gca cat cac gaa atg aag aac act gaa gee tot aaa ttg 
Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgc get eaa age agt gaa tta tgt gat gcg ctg gac tea 
Asn Lys Arg Cys Ala Gin Ser Ser Glu Leu Cys Asp Ala Leu Asp Ser 
50 55 60 

gae tgc tgc agt ggt gtt tgc atg gta ttt ttc tgc eta taaaactgcc 
Asp Cys Cys Ser Gly Val Cys Met Val Phe Phe Cys Leu 
65 70 75 

gtgatgtctt ctetatcccc to 

<210> 71 

<211> 77 

<212> PRT 

<213> Conus dalli 

<400> 71 

Met Lvs Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
I 5 10 15 

Trp Thr Phe Val Met Ala Asp Asp Ser Gly Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 • 40 45 

Asn Lys Arg Cys Ala Gin Ser Ser Glu Leu Cys Asp Ala Leu Asp Ser 
50 55 60 

Asp Cys Cys Ser Gly Val Cys Met Val Phe Phe Cys Leu 
65 70 75 

<210> 72 

<211> 26 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 

<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamma-earboxy-Glu . 

<400> 72 

Cvs Ala Gin Ser Ser Xaa Leu Cys Asp Ala Leu Asp Ser Asp Cys Cys 
1 5 10 15 

Ser Gly Val Cys Met Val Phe Phe Cys Leu 
20 25 

<210> 73 

<211> 259 

<212> DNA 

<213> Conus distans 
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<220> 

<221> CDS 
<222> (1) . . (228) 

<400> 73 

atg aaa ctg acg tgc gtg atg acc gtt get gtg ctg ttc ttg acc gcc 
Met Lvs Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gaa gac ccc aga gat gga ttg agg aat ctt 
Trp Thr Phe Val Thr Ala Glu Asp Pro Arg Asp Gly Leu Arg Asn Leu 
20 25 30 

tta teg aat gca cgt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 
Leu Ser Asn Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac gag agg tgc ctt ggg ttt ggt gaa get tgt ctt atg ctt tat tea 
Asn Glu Arg Cys Leu Gly Phe Gly Glu Ala Cys Leu Met Leu Tyr Ser 
50 55 60 

gac tgc tgc age tat tgc gtt ggt get gtc tgc eta taaaactacc 
Asp Cys Cys Ser Tyr Cys Val Gly Ala Val Cys Leu 
65 70 75 

gtgatgtctt ctactcceat c 

<210> 74 
<211> 76 
<212> PRT 

<213> Conus distans 
<400> 74 

Met Lvs Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Glu Asp Pro Arg Asp Gly Leu Arg Asn Leu 
20 25 30 

Leu Ser Asn Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Glu Arg Cys Leu Gly Phe Gly Glu Ala Cys Leu Met Leu Tyr Ser 
50 55 60 

Asp Cys Cys Ser Tyr Cys Val Gly Ala Val Cys Leu 
65 70 75 

<210> 75 
<211> 25 
<212> 
<213> 

<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 6 may be Glu or gamma-earboxy-Glu; Xaa at residues 
12 and 18 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-s 
ulpho-Tyr or 0-phospho-Tyr 

<400> 75 

Cys Leu Gly Phe Gly Xaa Ala Cys Leu Met Leu Xaa Ser Asp Cys Cys 



30 



Ser Xa 


a Cys 


Val Gly 


Ala 


Val 


Cys 


Leu 














20 








25 










<210> 


76 




















<211> 


262 




















<212> 


DNA 




















<213> 


Conus pennace 


5US 
















<220> 






















<221> 


CDS 




















<222> 


(1) . . 


, (231) 


















<400> 


76 




















atg aa 


a ctg 


acg tgc 


ctg 


atg 


acc 


gtt 


get 


gtg 


ctg 


ttc 


Met Lys Leu 


Thr Cys 


Leu 


Met 


Thr 


Val 


Ala 


Val 


Leu 


Phe 


1 




5 










10 








tgg aca ttt 


gcc acg 


get 


gaa 


gac 


GCC 


aga 


aat 


gga 


ttg 


Trp Thr Phe 


Ala Thr 


Ala 


Glu 


Asp 


Pro 


Arg 


Asn 


Gly 


Leu 



ttt teg aag gca cat cac gaa atg aag aac ect gaa gac tct aaa ttg 
Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Asp Ser Lys Leu 
35 40 45 

gac aag agg tgc gtt aaa tat ctt gac ect tgt gac atg tta cgc cac 
Asp Lys Arg Cys Val Lys Tyr Leu Asp Pro Cys Asp Met Leu Arg His 
50 55 60 

acc tgc tgc ttt ggc ctg tgc gta eta ata gcc tgc ate taaaactgcc 
Thr Cys Cys Phe Gly Leu Cys Val Leu lie Ala Cys lie 
65 70 75 

gtgatgtctt ctactcccat c 

<210> 77 
<211> 77 
<212> PRT 

<213> Conus pennaceus 
<400> 77 

Met Lys Leu Thr Cys Leu Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Glu Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Asp Ser Lys Leu 
35 40 45 

Asp Lys Arg Cys Val Lys Tyr Leu Asp Pro Cys Asp Met Leu Arg His 
50 55 60 

Thr Cys Cys Phe Gly Leu Cys Val Leu lie Ala Cys lie 
65 70 75 

<210> 78 

<211> 26 

<212> PRT 

<213> Conus pennaceus 
<220> 

<221> SITE 

<222> (1) . . (26) 
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<223> Xaa at residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Ty 
r, O-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 7 may be Pro or 
hydroxy- Pro 

<400> 78 

Cvs Val Lys Xaa Leu Asp Xaa Cys Asp Met Leu Arg His Thr Cys Cys 
1 5 10 15 



Phe Gly Leu Cys Val Leu lie 
20 



<210> 


79 




<211> 


259 




<212> 


DNA 




<213> 


Conus 


pennaceus 


<220> 






<221> 


CDS 




<222> 


(1) - . 


(228) 


<400> 


79 




atg aa 


a ctg 


acg tgt gtg 


Met Ly 


s Leu 


Thr Cys Val 


1 




5 



ate gtt get gtg ctg ttc ttg acc gcc 
Ele Val Ala Val Leu Phe Leu Thr Ala 
10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg aat ctt 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

ttt teg aat gca cat cac gaa atg aag aac ccc gaa get tet aaa ttg 
Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac gag agg tge ctt ggg ttt ggt gaa gtt tgc aat ttc ttt ttt cca 
Asn Glu Arg Cys Leu Gly Phe Gly Glu Val Cys Asn Phe Phe Phe Pro 
50 55 60 

aac tgc tgc age tat tge gtt get ctt gtc tgc eta taaaactacc 
Asn Cys Cys Ser Tyr Cys Val Ala Leu Val Cys Leu 
65 70 75 

gtgatgtctt ctattcccct c 

<210> 80 
<211> 76 
<212> PRT 

<213> Conus pennaceus 
<400> 80 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Glu Arg Cys Leu Gly Phe Gly Glu Val Cys Asn Phe Phe Phe Pro 
50 55 60 

Asn Cys Cys Ser Tyr Cys Val Ala Leu Val Cys Leu 
65 70 75 
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<210> 81 
<211> 25 
<212> PRT 

<213> Conus pennaceus 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 6 may be Glu or garoma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy- Pro ; Xaa at residue 18 may be Tyr, 125-1 
-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 81 

Cys Leu Gly Phe Gly Xaa Val Cys Asn Phe Phe Phe Xaa Asn Cys Cys 
15 10 15 

Ser Xaa Cys Val Ala Leu Val Cys Leu 
20 25 

<210> 82 
<211> 260 
<212> DNA 

<213> Conus pennaceus 
<220> 

<221> CDS 

<222> (1) . . (240) 

<400> 82 

atg aaa ctg acg tgc gtg atg etc gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Met Leu Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gcc acg get gat gac tec age aat gga ctg gag aat ctt 96 
Trp Thr Phe Ala Thr Ala Asp Asp Ser Ser Asn Gly Leu Glu Asn Leu 
20 25 30 

ttt teg aag gea cat cae gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgc att cca caa ttt gat cet tgt gac atg gta egt cae 192 
Asn Lys Arg Cys lie Pro Gin Phe Asp Pro Cys Asp Met Val Arg His 
50 55 60 

act tgc tgc aaa ggg ttg tgc gta eta ata gee tgc tet aaa act geg 24C 
Thr Cys Cys Lys Gly Leu Cys Val Leu lie Ala Cys Ser Lys Thr Ala 
65 70 75 80 

tgatgtcttc atctcccctc 26C 

<210> 83 
<211> 80 
<212> PRT 

<213> Conus pennaceus 
<400> 83 

Met Lys Leu Thr Cys Val Met Leu Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Ser Ser Asn Gly Leu Glu Asn Leu 
20 25 30 



Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 



33 



35 40 45 

Asn Lys Arg Cys lie Pro Gin Phe Asp Pro Cys Asp Met Val Arg Hi 
50 55 60 

Thr Cys Cys Lys Gly Leu Cys Val Leu lie Ala Cys Ser Lys Thr Al 

75 80 



65 


70 


<210> 


84 


<211> 


29 


<212> 


PRT 


<213> 


Conus pennaceus 


<220> 




<221> 


SITE 


<222> 


(1) . . (29) 


<223> 


Xaa at residues 


<400> 


84 



and 7 may be Pro or hydroxy-Pro . 

Cys lie Xaa Gin Phe Asp Xaa Cys Asp Met Val Arg His Thr Cys Cys 
15 10 15 

Lys Gly Leu Cys Val Leu lie Ala Cys Ser Lys Thr Ala 
20 25 



<210> 


85 




<211> 


260 




<212> 


DNA 




<213> 


Conus 


pennaceus 


<220> 






<221> 


CDS 




<222> 


(1) - . 


(240) 


<400> 


85 






I ctg 


acg tgc ttg 


Met Lys 


; Leu 


Thr Cys Leu 


1 




5 



tgg aca ttc gcc acg get gat gac ccc aga aat gga ttg gag aat ttt 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Phe 



ttt teg aag aca caa cac gaa atg aag aac ccc gaa gcc tct aaa ttg 
Phe Ser Lys Thr Gin His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 



aac aag agg tgc aaa gca gaa agt gaa get tgt aat ata att aca caa 
Asn Lys Arg Cys Lys Ala Glu Ser Glu Ala Cys Asn lie lie Thr Gin 
50 55 60 

aac tgc tgc gac ggc aag tgc ctt ttt ttc tgc ata caa att cca gag 
Asn Cys Cys Asp Gly Lys Cys Leu Phe Phe Cys lie Gin lie Pro Glu 
65 70 75 80 

tgatgtcttc tcctcccatc 

<210> 86 

<211> 80 

<212> PRT 

<213> Conus pennaceus 



<400> 86 

Met Lys Leu Thr Cys Leu Met lie Val Ala Val Leu Phe Leu Thr Ala 
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15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Phe 
20 25 30 

Phe Ser Lys Thr Gin His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Lys Ala Glu Ser Glu Ala Cys Asn lie He Thr Gin 
50 55 60 

Asn Cys Cys Asp Gly Lys Cys Leu Phe Phe Cys He Gin He Pro Glu 
65 70 75 80 

<210> 87 

<211> 29 

<212> PRT 

<213> Conus pennaceus 
<220> 

<221> SITE 

<222> (1) . . (29) 

<223> Xaa at residues 4, 6 and 2 9 may be Glu or gamma-carboxy-Glu; Xa 
at residue 28 may be Pro or hydroxy-Pro 

<400> 87 

Cys Lys Ala Xaa Ser Xaa Ala Cys Asn He He Thr Gin Asn Cys Cys 
15 10 15 

Asp Gly Lys Cys Leu Phe Phe Cys He Gin He Xaa Xaa 
20 25 

<210> 88 

<211> 632 

<212> DNA 

<213> Conus omaria 

<220> 

<221> CDS 

<222> (110) . . (199) 

<400> 88 

ggtcgacatc atcatcatca tcgatccatc tgtccatcca tccattcatt cattcgctgc 

cagactgtca taaatattcg agtctctcct tctgtttgta tctgacaga ttg aac aag l: 

Leu Asn Lys 
1 

agg tgc att gac ggt ggt gaa att tgt gat att ttt ttt cca aac tgc 1 
Arg Cys He Asp Gly Gly Glu He Cys Asp He Phe Phe Pro Asn Cys 
5 10 15 

tgc agt ggg tgg tgc att att etc gtc tgc gca tgaaactacc gtgatgtctt 2: 
Cys Ser Gly Trp Cys He He Leu Val Cys Ala 



20 


25 


30 








ctactcccct 


ctagtagtag 


taggcggccg 


ctctagagga 


tccaagctta 


cgtacgcgtg 


279 


catgcgacgt 


catagctctt 


ctatagtgtc 


acctaaattc 


aattcactgg 


ccgtcgtttt 


339 


acaacgtcgt 


gactgggaaa 


accctggcgt 


tacccaactt 


aatcgccttg 


cagcacatcc 


399 


ccctttcgcc 


agctggcgta 


atagcgaaga 


ggcccgcacc 


gatcgccctt 


ccaacagttt 


459 



35 



gcgcagcctg aatggcgaat gggacgcgcc ctgtagcggc gcattaagcg cggcgggtgt 519 

ggtgggtacg cgcagcgtga ccggtacact tgccagcgcc ctagcgcccg ctccttttgc 57 9 

tttcttccct tcctttctcg ccaccgttcg cccggggttt tcccgtcaag etc 632 

<210> 89 

<211> 30 

<212> PRT 

<213> Conus omaria 

<400> 89 

Leu Asn Lys Arg Cys lie Asp Gly Gly Glu lie Cys Asp lie Phe Phe 
15 10 15 

Pro Asn Cys Cys Ser Gly Trp Cys lie lie Leu Val Cys Ala 
20 25 30 

<210> 90 

<211> 26 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy-Pro; Xaa at residue 19 may be Trp or bro 
mo- Trp 

<400> 90 

Cys lie Asp Gly Gly Xaa lie Cys Asp lie Phe Phe Xaa Asn Cys Cys 
15 10 15 

Ser Gly Xaa Cys lie lie Leu Val Cys Ala 
20 25 



<210> 


91 


<211> 


650 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(107) 


<400> 


91 



omaria 
- . (196) 



ggtcgacatc atcatcatcg atccatctgt ccatccatcc attcattcat tcgctgccag 60 

actgtcataa atattcgagt ctctccttct gtttgtatct gacaga ttg aac aag .115 

Leu Asn Lys 



agg tgc ctt gac ggt ggt gaa att tgt ggt att ttg ttt oca age tgc 163 
Arg Cys Leu Asp Gly Gly Glu lie Cys Gly lie Leu Phe Pro Ser Cys 
5 10 15 

tgc agt ggg tgg tgc att gtt etc gtc tgc gca tgaaaetacc gtgatgtctt 216 
Cys Ser Gly Trp Cys lie Val Leu Val Cys Ala 
20 25 30 

ctactcccct ctagtagtag taggcggccg ctctagagga tccaagctta cgtacgcgtg 276 



catgcgacgt catagctctt ctatagtgtc acctaaattc aattcactgg ccgtcgtttt 336 
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acaacgtcgt 


gactgggaaa 


accctggcgt 


tacccaactt 


aatcgccttg 


cagcacatcc 


396 


Gcctttcgcc 


agctggcgta 


atagcgaaga 


ggcccgcacc 


gatcgccctt 


cccaacaagt 


456 


tgcgcagcct 


gaatggcgaa 


tgggacgcgc 


cctgtagcgg 


cgcattaagc 


gcggcgggtg 


516 


tggtggttac 


gcgcaccgtg 


accgctacac 


ttgccagcgc 


cctagccgcc 


cgctcctttc 


576 


gctttcttcc 


cttcctttct 


cgcacgttcg 


gccggctttc 


cccgtcaagc 


tctaaatcgg 


636 


gggcttccct 


ttta 










650 



<21G> 92 

<211> 30 

<212> PRT 

<213> Conus omaria 

<400> 92 

Leu Asn Lys Arg Cys Leu Asp Gly Gly Glu lie Cys Gly lie Leu Phe 
15 10 15 

Pro Ser Cys Cys Ser Gly Trp Cys lie Val Leu Val Cys Ala 
20 25 30 

<210> 93 

<211> 26 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy-Pro; Xaa at residue 19 may be Trp or bro 
mo-Trp 

<400> 93 

Cys Leu Asp Gly Gly Xaa lie Cys Gly lie Leu Phe Xaa Ser Cys Cys 
15 10 15 

Ser Gly Xaa Cys He Val Leu Val Cys Ala 
20 25 

<210> 94 
<211> 618 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (107) . . (193) 

<400> 94 

ggtcgacatc atcatcatcg atccatctgt ccatccatcc atccattcat tcgctgccag 60 

actgtaataa atattcgagt ctctctttct gtttgtatct gacaga ttg aac aag 115 

Leu Asn Lys 
1 

agg tgc ctt gag ttt ggt gaa gtt tgt aat ttt ttt ttc cca ace tgc 163 
Arg Cys Leu Glu Phe Gly Glu Val Cys Asn Phe Phe Phe Pro Thr Cys 
5 10 15 

tgc ggc tat tgc gtt ctt ctt gtc tgc eta taaaactacc gtgatgtctt 213 



37 



Cys Gly Tyr Cys Val Leu Leu Val Cys Leu 
20 25 



ctactcccct 


ctagtagtag 


taggcggccg 


ctctagagga 


tccaagctta 


cgtacgcgtg 


273 


catgcgacgt 


catagctctt 


ctatagtgtc 


acctaaattc 


aattcactgg 


ccgtcgtttt 


333 


acaacgtcgt 


gactgggaaa 


accctggcgt 


tacccaactt 


aatcgccttg 


cagcacatcc 


393 


ccctttcgcc 


agctggcgta 


atagcgaaga 


ggcccgcacc 


gatcgccctt 


cccaacagtt 


453 


gcgcagcctg 


aatggcgaat 


gggacgcgcc 


ctgtagcggc 


gcattaagcg 


cggcgggtgt 


513 


ggtggttacg 


cgcagcgtga 


ccgctacact 


tgcagcgccc 


tagcgcccgc 


tcctttcgct 


573 


ttcttccctt 


cctttctcgc 


cacgttcgcc 


ggctttcccc 


gtcaa 




618 



<210> 95 

<211> 29 

<212> PRT 

<213> Conus marmoreus 



<400> 95 

Leu Asn Lys Arg Cys Leu Glu Phe Gly Glu Val Cys Asn Phe Phe Phe 
15 10 15 

Pro Thr Cys Cys Gly Tyr Cys Val Leu Leu Val Cys Leu 
20 25 

<210> 96 
<211> 25 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3 and 6 may be Glu or gaimna-carboxy-Glu; Xaa at r 
esidue 13 may be Pro or hydroxy-Pro; Xaa at residue 18 may be Tyr 
, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phosph 
o-Tyr 

<400> 96 

Cys Leu Xaa Phe Gly Xaa Val Cys Asn Phe Phe Phe Xaa Thr Cys Cys 
15 10 15 

Gly Xaa Cys Val Leu Leu Val Cys Leu 
20 25 

<210> 97 
<211> 444 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (150) . . (236) 

<400> 97 

gaaagctggt acgcctgcag gtaccggtcc ggaattcccg ggtcgacatc atcatcatca 60 

tcgatccatc tgtccatcca tccattcatt cattcgctgc cagactgtaa taaatattcg 120 

agtttctcct tctgtttgta tctgacagg ttg aac aag agg tgc caa gag ttc 173 
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Leu Asn Lys Arg Cys Gin Glu Phe 
1 5 

ggt gaa gtt tgt aat ttt ttt ttc cca gac tgc tgc ggc tat tgc gtt 221 

Gly Glu Val Cys Asn Phe Phe Phe Pro Asp Cys Cys Gly Tyr Cys Val 
10 15 20 

ctt tta etc tgc ata taaaactacc gtgatgtctt ctcttcccat ctagtagtag 276 
Leu Leu Leu Cys lie 

25 

tagtagtagt aggcggccgc tctagaggat ccaagcttac gtacgcgtgc atgcgacgtc 336 

atagctcttc tatagtgtca cctaaattca attcactggc cgtcgtttta caaccgtcgt 396 

gactgggaaa accctggcgt tcccaactta attcgccttg cagcacat 444 

<210> 98 
<211> 29 
<212> PRT 

<213> Conus marmoreus 
<400> 98 

Leu Asn Lys Arg Cys Gin Glu Phe Gly Glu Val Cys Asn Phe Phe Phe 
15 10 15 

Pro Asp Cys Cys Gly Tyr Cys Val Leu Leu Leu Cys lie 
20 25 

<210> 99 
<211> 25 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3 and 6 may be Glu or gamma-carboxy-Glu; Xaa at r 
esidue 13 may be Pro or hydroxy-Pro; Xaa at residue 18may be Tyr, 
125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho 
-Tyr 

<400> 99 

Cys Gin Xaa Phe Gly Xaa Val Cys Asn Phe Phe Phe Xaa Asp Cys Cys 
15 10 15 

Gly Xaa Cys Val Leu Leu Leu Cys lie 
20 25 

<210> 100 
<211> 545 
<212> DNA 
<213> Conus omaria 

<220> 

<221> CDS 

<222> (153) . . (242) 

<220> 

<221> misc_feature 

<222> (1) . . (545) 

<223> n may be any nucleotide 



<400> 100 
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ttttgaagcn ggtacgcctg caggtaccgg tccggaattc ccgggtcgac atcatcatca 60 

tcatcgatcc atctgtccat ccatccattc attcattcgc taccagactg taataaatat 120 

tcgggtctct ctttctgttt gtatctgaca ga ttg gac aag agg tgc att cca 173 

Leu Asp Lys Arg Cys lie Pro 
1 5 

cat ttt gac act tgt gac ccg ata cgc cac acc tgc tgc ttt ggc ctg 221 
His Phe Asp Pro Cys Asp Pro lie Arg His Thr Cys Cys Phe Gly Leu 
10 15 20 

tgc eta eta ata gee tgc ate taaaactgcc gtgatgtctt ctcctcccct 272 
Cys Leu Leu lie Ala Cys lie 
25 30 

ctagtagtag taggcggccg ctctagagga tccaagctta cgtacgcgtg catgcgacgt 332 

catagctctt ctatagtgtc acctaaattc aattcactgg ccgtcgtttt acaacgtcgt 392 

gactgggaaa accetggcgt taceeaactt aatcgccttg cageacatcc ccctttcgce 452 

agctggcgta atagcgaaga ggcccgcacc gatcgccctt cccaacagtt gcgcagcctg 512 

aatggcgaat gggacgcgcc ctgtagcggc get 545 

<210> 101 

<211> 30 

<212> PRT 

<213> Conus omaria 

<400> 101 

Leu Asp Lys Arg Cys lie Pro His Phe Asp Pro Cys Asp Pro lie Arg 
15 10 15 

His Thr Cys Cys Phe Gly Leu Cys Leu Leu lie Ala Cys lie 



<210> 


102 


<211> 


26 


<212> 


PRT 


<213> 


Conus oraaria 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 


<400> 


102 



Cys lie Xaa His Phe Asp Xaa Cys Asp Xaa lie Arg His 



Phe Gly Leu Cys Leu Leu lie Ala Cys lie 
20 25 

<210> 103 
<211> 534 
<212> DNA 
<213> Conus omaria 



<220> 

<221> CDS 

<222> (140) . . (226) 
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<400> 103 

ggtacgcctg caggtaccgg tccggaattc ccgggtcgac atcatcatca tcgatccatc 60 

tgtccatcca tccattcttt catttgctgc cagactgtaa taaatattcg agtctctctt 120 

tctgtttgta tctgacaga ttg aac aag agg tgc ctt gag ttt ggt gaa gtt 172 
Leu Asn Lys Arg Cys Leu Glu Phe Gly Glu Val 
15 10 

tgt aat ttt ttt ttc cca acc tgc tgc ggc tat tgc gtt ctt ctt gtc 220 
Cys Asn Phe Phe Phe Pro Thr Cys Cys Gly Tyr Cys Val Leu Leu Val 
15 20 25 

Cys Leu gtgatgtctt ctcttcccct ctagtagtag taggcggccg 276 

ctctagagga tccaagctta cgtacgcgtg catgcgacgt catagctctt ctatagtgtc 336 

acctaaattc aattcactgg ccgtcgtttt acaacgtcgt gactgggaaa accctggcgt 396 

tacccaactt aatcgccttg cagcacatcc ccctttcgcc agctggcgta atagcgaaga 456 

ggcccgcacc gatcgccctt cccaacagtt gcgcagcctg aatggcgaat gggacgcgcc 516 

ctgtagcggc gcattaag 

<210> 104 

<211> 29 

<212> PRT 

<213> Conus omaria 

<400> 104 

Leu Asn Lys Arg Cys Leu Glu Phe Gly Glu Val Cys Asn Phe Phe Phe 
15 10 15 

Pro Thr Cys Cys Gly Tyr Cys Val Leu Leu Val Cys Leu 
20 25 

<210> 105 

<211> 25 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3 and 6 may be Glu or gamma-carboxy-Glu; Xaa at r 
esiduel3 may be Pro or hydroxy-Pro; Xaa at residue 18 may be Tyr 
, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or 0-phosph 



o-Tyr 

105 



Cys Leu Xaa Phe Gly Xaa Val Cys Asn Phe Phe Phe Xaa Thr Cys Cys 
15 10 15 

Gly Xaa Cys Val Leu Leu Val Cys Leu 



<210> 106 

<211> 200 

<212> DNA 

<213> Conus obscurus 
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<220> 

<221> CDS 

<222> (73) . . (180) 



<400> 106 

cgatccatct gtccatccat ccattcgttc gttcgctgcc aaactgtaat aaataaccga 60 

gtctctctgt tt gta tct gac aga teg aaa aag caa tgc cgt caa aat ggt 111 
Val Ser Asp Arg Ser Lys Lys Gin Cys Arg Gin Asn Gly 
15 10 

gaa gtg tgt gat gcg aat ttg gca cac tgc tgc agt ggc cog tgt ttt 159 
Glu Val Cys Asp Ala Asn Leu Ala His Cys Cys Ser Gly Pro Cys Phe 
15 20 25 

etc ttc tgt eta aac cag ceg tgatgtcttc tactcccetc 200 
Leu Phe Cys Leu Asn Gin Pro 
30 35 



<210> 107 

<211> 36 

<212> PRT 

<213> Conus obscurus 



<400> 107 

Val Ser Asp Arg Ser Lys Lys Gin 
1 5 

Asp Ala Asn Leu Ala His Cys Cys 
20 



Cys Arg Gin Asn Gly Glu Val Cys 
10 15 

Ser Gly Pro Cys Phe Leu Phe Cys 
25 30 



Leu Asn Gin Pro 
35 



<210> 108 

<211> 32 

<212> PRT 

<213> Conus obscurus 



<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 10 may be Glu or gamma -carboxy-Glu; Xaa at residue 
s 23 and 32 may be Pro or hydroxy- Pro 

<400> 108 

Ser Lys Lys Gin Cys Arg Gin Asn Gly Xaa Val Cys Asp Ala Asn Leu 
15 10 15 

Ala His Cys Cys Ser Gly Xaa Cys Phe Leu Phe Cys Leu Asn Gin Xaa 
20 25 30 

<210> 109 
<211> 262 
<212> DNA 

<213> Conus ammiralis 



<220> 

<221> CDS 

<222> (1) . . (231) 



<400> 109 

atg aaa etg aeg tgc gtg atg ate att get gtg etg tte ttg acc gee 
Met Lys Leu Thr Cys Val Met He He Ala Val Leu Phe Leu Thr Ala 
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tgg aca ttt gcc acq get gat gac tec gga aat gga ttg gaa aat ctt 9 
Trp Thr Phe Ala Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Asn Leu 
20 25 30 

ttt teg aag gca cat cac gaa atg aag aac ecc aaa gee tet aaa ttg 14. 
Phe Ser Lys Ala His His Glu Met Lys Asn Pro Lys Ala Ser Lys Leu 
35 40 45 

aae aag agg tgc act caa age ggt gaa ctt tgt gat gtg ata gac cca 19' 
Asn Lys Arg Cys Thr Gin Ser Gly Glu Leu Cys Asp Val lie Asp Pro 
50 55 60 

gac tgc tgc aat aat ttt tgc att ata ttt tte tgc ata taaaactgcc 24' 
Asp Cys Cys Asn Asn Phe Cys lie lie Phe Phe Cys lie 
65 70 75 

gtgatgtctt etaetccect c 26^ 

<210> 110 
<211> 77 
<212> PRT 

<213> Conus ammiralis 
<400> 110 

Met Lys Leu Thr Cys Val Met He He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Lys Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Thr Gin Ser Gly Glu Leu Cys Asp Val He Asp Pro 
50 55 60 

Asp Cys Cys Asn Asn Phe Cys He He Phe Phe Cys He 
65 70 75 

<210> 111 

<211> 26 

<212> PRT 

<213> Conus ammiralis 
<220> 

<221> SITE 

<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamraa-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy-Pro 

<400> 111 

Cys Thr Gin Ser Gly Xaa Leu Cys Asp Val He Asp Xaa Asp Cys Cys 
^5 10 15 

Asn Asn Phe Cys He He Phe Phe Cys He 
20 25 

<210> 112 
<211> 286 
<212> DNA 
<213> Conus textile 
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<220> 

<221> CDS 

<222> (25) . . (255) 

<400> 112 

ggcattacct aaaacatcac caaa atg aaa ctg acg tgc atg atg ate gtt 51 
Met Lys Leu Thr Cys Met Met lie Val 
1 5 

get gtg ctg ttc ttg acc gcc tgg aca ttc gee acg get gat gac tec 99 
Ala Val Leu Phe Leu Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Ser 
10 15 20 25 

gga aat gga ttg gag aaa ctt ttt teg aat gca cat cac gaa atg aag 14 7 

Gly Asn Gly Leu Glu Lys Leu Phe Ser Asm Ala His His Glu Met Lys 
30 35 40 

aac ccc gaa gcc tct aat ttg aac aag agg tgc get cet ttt ctt cac 195 
Asn Pro Glu Ala Ser Asn Leu Asn Lys Arg Cys Ala Pro Phe Leu His 
45 50 55 

ctt tgt acc ttt ttc ttc cea aac tgc tgc aac ggc tat tgc gtt caa 243 
Leu Cys Thr Phe Phe Phe Pro Asn Cys Cys Asn Gly Tyr Cys Val Gin 
60 65 70 

ttt ate tgc eta taaaactact gtgatgtctt ctattcccct c 286 
Phe lie Cys Leu 
75 

<210> 113 
<211> 77 
<212> PRT 

<213> Conus textile 
<400> 113 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Lys Leu 
20 25 30 

Phe Ser Asn Ala His His Glu Met Lys Asn Pro Glu Ala Ser Asn Leu 
35 40 45 

Asn Lys Arg Cys Ala Pro Phe Leu His Leu Cys Thr Phe Phe Phe Pro 
50 55 60 

Asn Cys Cys Asn Gly Tyr Cys Val Gin Phe He Cys Leu 
65 70 75 

<210> 114 
<211> 26 
<212> PRT 

<213> Conus textile 
<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residues 3 and 13 may be Pro or hydroxy-Pro; Xaa at residu 
e 19 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho- 
Tyr or 0-phospho-Tyr 

<400> 114 

Cys Ala Xaa Phe Leu His Leu Cys Thr Phe Phe Phe Xaa Asn Cys Cys 
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5 10 
Gly Xaa Cys Val Gin Phe lie Cys Leu 



<210> 


115 


<211> 


484 


<212> 


DNA 


<213> 


Conus marmoreus 


<220> 




<221> 


CDS 


<222> 


(74) . . (304) 


<400> 


115 



ggatcctagc acagtgaatt tggcttcaca gttttccact gtcgtctttg gcatcatcca 

aaacatcacc aag atg aaa ctg acq tgc atg atg ate gtt get gtg ctg 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu 
15 10 

ttc ttg acc gcc tgg aca ttt gcc acg get gat gac ccc aga aat gga 
Phe Leu Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly 
15 20 25 

ttg gag aat ctt ttt teg aag gca cat cae gaa atg aag aac ece aaa 
Leu Glu Asn Leu Phe Ser Lys Ala His His Glu Met Lys Asn Pro Lys 
30 35 40 

gac tct aaa ttg aac aag agg tgc ctt gac get ggt gaa atg tgt gat 
Asp Ser Lys Leu Asn Lys Arg Cys Leu Asp Ala Gly Glu Met Cys Asp 
45 50 55 60 

ctt ttt aat tea aaa tgc tgc agt ggg tgg tgc att att etc ttc tgc 
Leu Phe Asn Ser Lys Cys Cys Ser Gly Trp Cys lie lie Leu Phe Cys 
65 70 75 

gca taaaactaec gtgatgtctt ctactcccct ctgtgctacc tggcttgatc 



tttgattggc gcgtgccctt cactggttat gaacceccct gateegaetc tctggeggce 414 
tegggggttc aacateeaaa taaagecgae aegatactga egtagaaaaa aaaaaaaaaa 47 4 



aaaaaa 


aaaa 


<210> 


116 


<211> 


77 


<212> 


PRT 


<213> 


Conus 


<400> 


116 


Met Ly 


s Leu '. 


1 





Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Lys Asp Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Leu Asp Ala Gly Glu Met Cys Asp Leu Phe Asn Ser 



45 



Lys Cys Cys Ser Gly Trp Cys lie lie Leu Phe Cys Ala 



65 


70 


<210> 


117 


<211> 


26 


<212> 


PRT 


<213> 


Conus marmoreus 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residue 6 




19 may be Trp or 


<400> 


117 


Cys Leu Asp Ala Gly Xaa 


1 


5 


Ser Gly Xaa Cys lie lie 




20 


<210> 


118 


<211> 


427 


<212> 


DNA 


<213> 


Conus marmoreus 


<220> 




<221> 


CDS 


<222> 


(19) . . (249) 



<400> 118 

gccgaaaaca tcaccaag atg aaa ctg acg age atg atg ate gtt get gtg 51 
Met Lys Leu Thr Ser Met Met He Val Ala Val 
15 10 

ctg ttc ttg acc gcc tgg aca ttc gtc acg got gac gac tec gga aat 99 
Leu Phe Leu Thr Ala Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn 
15 20 25 

gga ttg gag aat ctt ttt teg aag gca cat cac gag atg aag aac ccc 147 
Gly Leu Glu Asn Leu Phe Ser Lys Ala His His Glu Met Lys Asn Pro 
30 35 40 

aaa gac tct aaa ttg aae aag agg tgc ctt gac ggt ggt gaa att tgt 195 
Lys Asp Ser Lys Leu Asn Lys Arg Cys Leu Asp Gly Gly Glu He Cys 
45 50 55 

ggt att ttg ttt cca age tgc tgc agt ggg tgg tgc att gtt etc gtc 243 
Gly He Leu Phe Pro Ser Cys Cys Ser Gly Trp Cys He Val Leu Val 
60 65 70 75 

tgc gca tgaaactacc gtgatgtctt etaeteccct ctgtgctacc tggcttgatc 299 
Cys Ala 

tttgattggc gegtgccctt cactggttat gaacccccet gatccgactc tctggeggcc 35 9 

tegggggttc aacatccaaa taaagcgaca cgacaatgac aaaaaaaaaa aaaaaaaaaa 419 

aaaaaaaa 427 

<210> 119 
<211> 77 
<212> PRT 
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<213> Conus mariaoreus 
<400> 119 

Met Lys Leu Thr Ser Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Gly Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Lys Asp Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Leu Asp Gly Gly Glu He Cys Gly He Leu Phe Pro 
50 55 60 

Ser Cys Cys Ser Gly Trp Cys He Val Leu Val Cys Ala 
65 70 75 

<210> 120 
<211> 26 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residue 
13 may be Pro or hydroxy- Pro; Xaa at residue 19 may be Trp or bro 
mo-Trp 

<400> 120 

Cys Leu Asp Gly Gly Xaa He Cys Gly He Leu Phe Xaa Ser Cys Cys 
15 10 15 

Ser Gly Xaa Cys He Val Leu Val Cys Ala 
20 25 

<210> 121 
<211> 470 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (70) . . (303) 

<400> 121 

gctagcacag tgaatttggc ttcacagttt tccactgtcg tctttggcat catccaaaac 60 

atcaccaag atg aaa ctg acg tgc atg atg ate gaa gca gag ctg ttc ttg 111 
Met Lys Leu Thr Cys Met Met He Glu Ala Glu Leu Phe Leu 
15 10 

acc gcc tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg gag 159 
Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu 
15 20 25 30 

aat ctt ttt teg aag gca cat cac gaa atg aag aac ccc gaa gcc tct 207 
Asn Leu Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser 
35 40 45 

aaa ttg aac aag agg tgc cct aac act ggt gaa tta tgt gat gtg gtt 255 
Lys Leu Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val 
50 55 60 
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gaa caa aac tgc tgc tat acc tat tgc ttt att gta gtc tgc cct ata 303 
Glu Gin Asn Cys Cys Tyr Thr Tyr Cys Phe lie Val Val Cys Pro lie 
65 70 75 

taactaccgt gatgtcttct actcccctct gtgctgcctg gcttgatctt tgattggcgc 363 

gtgcccttca ctggttatga acccccctga tccgactctc ttgcggcctc aggggttcaa 423 

catccaaata aagcgacacg aaaatgaaaa aaaaaaaaaa aaaaaaa 470 

<210> 122 
<211> 78 
<212> PRT 

<213> Conus marmoreus 
<400> 122 

Met Lys Leu Thr Cys Met Met lie Glu Ala Glu Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val Glu Gin 
50 55 60 

Asn Cys Cys Tyr Thr Tyr Cys Phe lie Val Val Cys Pro lie 
65 70 75 

<210> 123 
<211> 27 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1)..(27) 

<223> Xaa at residues 2 and 26 may be Pro or hydroxy-Pro; Xaa at residu 
es 6 and 12 may be Glu or gamma-carboxy-Glu; Xaa at residues 17 a 
nd 19 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho 
-Tyr or 0-phospho-Tyr 

<400> 123 

Cys Xaa Asn Thr Gly Xaa Leu Cys Asp Val Val Xaa Gin Asn Cys Cys 
15 10 15 

Xaa Thr Xaa Cys Phe lie Val Val Cys Xaa He 
20 25 

<210> 124 
<211> 470 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (67) . . (312) 

<400> 124 

ttgcacggtg aatttcgctt atatttttct actgtcgtct ttggcatcat ccaaaacatc 60 



accaag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ttg 



108 
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Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttc gtc acg get gtg cct cac tec age gat gta ttg 156 
Thr Ala Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Val Leu 
15 20 25 30 

gag aat ctt tat ctg aag gca ctt cac gaa acg gaa aac cac gaa gcc 204 
Glu Asn Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu Ala 
35 40 45 

tct aaa ttg aac gtg aga gac gac gag tgc gaa cct cct gga gat ttt 252 
Ser Lys Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp Phe 
50 55 60 

tgt ggc ttt ttt aaa att ggg ccg cct tgc tgc agt ggc tgg tgc ttc 300 
Cys Gly Phe Phe Lys lie Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe 
65 70 75 

etc tgg tgc gcc taaaactgcc gtgatgtctt ctattcccct ctgtgctacc 352 
Leu Trp Cys Ala 
80 

tggcttgatc tttgattggc gcgtgccctt cagtggttat gaacccccct gatccgactc 412 

tctgggggcc tcgggggttc aacatccaaa taaagctgac aacacaataa aaaaaaaa 470 

<210> 125 
<211> 82 
<212> PRT 

<213> Conus marmoreus 
<400> 125 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Val Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu Ala Ser Lys 
35 40 45 

Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp Phe Cys Gly 
50 55 60 

Phe Phe Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Leu Trp 
65 70 75 80 

Cys Ala 

<210> 126 
<211> 30 
<212> 
<213> 

<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 3 and 5 may be Glu or gaimna-carboxy-Glu; Xaa at r 
esidues 6, 7, 18 and 19 may be Pro or hydroxy-Pro; Xaa at residue 
s 24 and 28 may be Trp or bromo-Trp 

<400> 126 

Asp Asp Xaa Cys Xaa Xaa Xaa Gly Asp Phe Cys Gly Phe Phe Lys He 
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15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Leu Xaa Cys Ala 
20 25 30 

<210> 127 
<211> 277 
<212> DNA 

<213> Conus striatus 
<220> 

<221> CDS 

<222> (1)..(246) 

<400> 127 

atg aaa ctg acg tgt gtg atg ate gtt get gtg ctg ttc ttg acc gcc 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gtg cct cac tec age gat gca ttg gag aat 
Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Ala Leu Glu Asn 
20 25 30 

ctt tat ctg aag gca ett cac gaa acg gaa aae cac gaa gcc tet aaa 
Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu Ala Ser Lys 
35 40 45 

ttg aac gtg aga gac gac gag tgc gaa cct cct gga gat ttt tgt ggc 
Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp Phe Cys Gly 
50 55 60 

ttt ttt aaa att ggg ecg cct tgc tgc agt ggc tgg tgc ttc etc tgg 
Phe Phe Lys lie Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Leu Trp 
65 70 75 80 

tgc gca taaaactgcc gtgatgtctt ctcctcccct c 
Cys Ala 

<210> 128 
<211> 82 
<212> PRT 

<213> Conus striatus 
<400> 128 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu Ala Ser Lys 
35 40 45 

Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp Phe Cys Gly 
50 55 60 

Phe Phe Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Leu Trp 
65 70 75 80 

Cys Ala 

<210> 129 
<211> 30 
<212> PRT 



50 



<213> Conus striatus 
<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 3 and 5 may be Glu or gamma-carboxy-Glu; Xaa at r 
esidues 6, 7, 18 and 19 may be Pro or hydroxy-Pro; Xaa at residue 
s 24 and 28 may be Trp or bromo-Trp 

<400> 129 

Asp Asp Xaa Cys Xaa Xaa Xaa Gly Asp Phe Cys Gly Phe Phe Lys lie 
15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Leu Xaa Cys Ala 
20 25 30 

<210> 130 
<211> 277 
<212> DNA 
<213> Conus omaria 

<220> 

<221> CDS 

<222> (1)..(246) 

<400> 130 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gtg cct eac tec age aat gca ttg gaa aat 96 
Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

ctt tat ctg aag gca cgt cac gaa atg gaa aac ecc gaa gee tct aaa 144 
Leu Tyr Leu Lys Ala Arg His Glu Met Glu Asn Pro Glu Ala Ser Lys 
35 40 45 

ttg aac acg aga gac gae gat tgc gaa cct cct gga aat ttt tgt ggc 192 
Leu Asn Thr Arg Asp Asp Asp Cys Glu Pro Pro Gly Asn Phe Cys Gly 
50 55 60 

atg ata aaa att ggg ccg cct tgc tgc agt ggc tgg tgc ttt ttc gcc 240 
Met He Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Phe Ala 
65 70 75 80 

tgc gcc taaaaetgcc gtgatgtctt ctcctcccct c 277 
Cys Ala 

<210> 131 

<211> 82 

<212> PRT 

<213> Conus omaria 

<400> 131 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala Arg His Glu Met Glu Asn Pro Glu Ala Ser Lys 
35 40 45 
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Leu Asn Thr Arg Asp Asp Asp Cys Glu Pro Pro Gly Asn Phe Cys Gly 
50 55 60 

Met lie Lys lie Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Phe Ala 
65 70 75 80 

Cys Ala 

<210> 132 

<211> 30 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1)..(30) 

<223> Xaa at residue 5 may be Glu or gamma-carboxy-Glu; Xaa at residues 
6, 7, 18 and 19 may be Pro or hydroxy-Pro; Xaa at residue 24 may 
be Trp or bromo-Trp 

<400> 132 

Asp Asp Asp Cys Xaa Xaa Xaa Gly Asn Phe Cys Gly Met lie Lys lie 
15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Phe Ala Cys Ala 
20 25 30 

<210> 133 
<211> 277 
<212> DNA 
<213> Conus aulicus 

<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 133 

atg aaa ctg acg tgc ctg atg ata gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gtg cot cac tec age aat gca ttg gag aat 96 
Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Gtt tat ctg aag gca cgt cac gaa atg gaa aac ccc gaa gcc tct aaa 144 
Leu Tyr Leu Lys Ala Arg His Glu Met Glu Asn Pro Glu Ala Ser Lys 
35 40 45 

ttg aac acg aga gac tac gat tgc gaa cet cot gga aat ttt tgt ggc 192 
Leu Asn Thr Arg Asp Tyr Asp Cys Glu Pro Pro Gly Asn Phe Cys Gly 
50 55 60 

atg ata aaa att ggg ccg cct tgc tgc agt ggc tgg tgc ttt ttc gcc 240 
Met He Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Phe Ala 
65 70 75 80 

tgc gcc taaaactgce gtgatgtctt ctcctcccct c 277 
Cys Ala 

<210> 134 

<211> 82 

<212> PRT 

<213> Conus aulicus 
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<400> 134 

Met Lys Leu Thr Cys Leu Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala Arg His Glu Met Glu Asn Pro Glu Ala Ser Lys 
35 40 45 

Leu Asn Thr Arg Asp Tyr Asp Cys Glu Pro Pro Gly Asn Phe Cys Gly 
50 55 60 

Met lie Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Phe Ala 
65 70 75 80 

Cys Ala 

<210> 135 
<211> 30 
<212> PRT 

<213> Conus aulicus 
<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 5 may be Glu or 
gamma-carboxy-Glu; Xaa at residues 6, 7, 18 and 19 may be Pro or 
hydroxy-Pro; Xaa at residue 24 may be Trp or bromo-Trp 

<400> 135 

Asp Xaa Asp Cys Xaa Xaa Xaa Gly Asn Phe Cys Gly Met He Lys He 
15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Phe Ala Cys Ala 
20 25 30 

<210> 136 
<211> 685 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (111) . . (212) 

<400> 136 

ggtcgacatc atcatcatca tcgatccatc tgtccatcca tctattcatt cattcgtggc 60 

caaactgtaa taaataatgc aagtctctct ttctgtttgt atctgacaga ttg aac 116 

Leu Asn 
1 

acg aga gac gac gat tgc gaa cot cct gga aat ttt tgt ggc atg ata 164 
Thr Arg Asp Asp Asp Cys Glu Pro Pro Gly Asn Phe Cys Gly Met He 
5 10 15 

aaa att ggg ccg cct tgc tgc agt ggc tgg tgc ttt ttc gee tgc gee 212 
Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Phe Ala Cys Ala 
20 25 30 

taaaactgcc gtgatgtctt ctcttcccct ctagtagtag taggcggccg ctctagagga 272 
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tccaagctta cgtacgcgtg catgcgacgt catagctctt ctatagtgtc acctaaattc 332 

aattcactgg ccgtcgtttt acaacgtcgt gactgggaaa accctggcgt tacccaactt 392 

aatcgccttg cagcacatcc ccctttcgcc agctggcgta atagcgaaga ggcccgcacc 452 

gatcgccctt cccaacagtt gcgcagcctg aatggcgaat gggacgcgcc ctgtagcggc 512 

gcattaagcg cggcgggtgt ggtggttacg ccgcagccgt gacccgctac acttgccagc 572 

gccctagcgc ccgctccttt cgctttcttc cttcctttct cgccacgttc gccggctttt 632 

cccgtcaagc tctaaatcgg gggctccttt agggtccgat ttaagtgctt tac 685 



<210> 137 

<211> 34 

<212> PRT 

<213> Conus marmoreus 



<400> 137 

Leu Asn Thr Arg Asp Asp Asp Cys 

1 5 

Met lie Lys lie Gly Pro Pro Cys 
20 



Glu Pro Pro Gly Asn Phe Cys Gly 
10 15 

Cys Ser Gly Trp Cys Phe Phe Ala 
25 30 



<210> 
<211> 
<212> 
<213> 



<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residue 5 may be Glu or gamma-carboxy-Glu; Xaa at residues 
6, 7, 18 and 19 may be Pro or hydroxy-Pro; Xaa at residue 24 may 
be Trp or bromo-Trp 



<400> 138 

Asp Asp Asp Cys Xaa Xaa Xaa Gly Asn Phe Cys Gly Met lie Lys lie 
15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Phe Ala Cys Ala 
20 25 30 



<210> 


139 


<211> 


126 


<212> 


DNA 


<213> 


Conus regius 


<220> 




<221> 


CDS 


<222> 


(1) . . (96) 



<400> 139 

ttg aac cag aga gac tgc ctt agt aaa aac get ttc tgt gcc tgg cog 48 

Leu Asn Gin Arg Asp Cys Leu Ser Lys Asn Ala Phe Cys Ala Trp Pro 
15 10 15 



ata ctt gga cca ctg tgc tgc agt ggc tgg tgc tta tac gtc tgc atg 96 
lie Leu Gly Pro Leu Cys Cys Ser Gly Trp Cys Leu Tyr Val Cys Met 
20 25 30 
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taaaactgcc gtgatgtctt ctatcccctc 

<210> 140 

<211> 32 

<212> PRT 

<213> Conus regius 

<400> 140 

Leu Asn Gin Arg Asp Cys Leu Ser Lys Asn Ala Phe Cys Ala Trp Pro 
15 10 15 

lie Leu Gly Pro Leu Cys Cys Ser Gly Trp Cys Leu Tyr Val Cys Met 
20 25 30 

<210> 141 
<211> 28 
<212> 
<213> 

<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residues 11 and 22 may be Trp or bromo-Trp; Xaa at residue 
s 12 and 16 may be Pro or hydroxy-Pro; Xaa at residue 25 may be T 
yr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phos 
pho-Tyr 

<400> 141 

Asp Cys Leu Ser Lys Asn Ala Phe Cys Ala Xaa Xaa lie Leu Gly Xaa 
15 10 15 

Leu Cys Cys Ser Gly Xaa Cys Leu Xaa Val Cys Met 
20 25 

<210> 142 
<211> 133 
<212> DNA 

<213> Conus radiatus 
<220> 

<221> CDS 

<222> (2) . . (103) 

<400> 142 

a ttg aac aag aaa ggt gat gac tgc ctt get gtt aaa aaa aat tgt ggc 4 9 

Leu Asn Lys Lys Gly Asp Asp Cys Leu Ala Val Lys Lys Asn Cys Gly 
15 10 15 

ttt cca aaa ctt gga ggg cca tgc tgc agt ggc ttg tgc ttt ttc gtc 97 
Phe Pro Lys Leu Gly Gly Pro Cys Cys Ser Gly Leu Cys Phe Phe Val 
20 25 30 

tgc gcc taaaactgcc gtgatgtctt ctcctcccct 133 
Cys Ala 

<210> 143 
<211> 34 
<212> PRT 

<213> Conus radiatus 
<400> 143 

Leu Asn Lys Lys Gly Asp Asp Cys Leu Ala Val Lys Lys Asn Cys Gly 
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Phe Pro Lys Leu Gly Gly Pro Cys Cys Ser Gly Leu Cys Phe Phe Val 
20 25 30 

Cys Ala 

<210> 144 
<211> 30 
<212> PRT 

<213> Conus radiatus 
<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 14 and 19 may be Pro or hydroxy- Pro . 
<400> 144 

Gly Asp Asp Cys Leu Ala Val Lys Lys Asn Cys Gly Phe Xaa Lys Leu 
15 10 15 

Gly Gly Xaa Cys Cys Ser Gly Leu Cys Phe Phe Val Cys Ala 
20 25 30 

<210> 145 
<211> 127 
<212> DNA 
<213> Conus regius 

<220> 

<221> CDS 
<222> (1) . . (96) 

<400> 145 

ttg aat cag age gac tgc ctt act aga gac aca ttc tgt gcc ttg cog 
Leu Asn Gin Ser Asp Cys Leu Pro Arg Asp Thr Phe Cys Ala Leu Pro 



caa ctt gga eta ctg tgc tgc agt ggc egg tgc tta etc ttc tgc gtg 
Gin Leu Gly Leu Leu Cys Cys Ser Gly Arg Cys Leu Leu Phe Cys Val 
20 25 30 

taaaactgcc gtgatgtctt ctcctcccct c 

<210> 146 

<211> 32 

<212> PRT 

<213> Conus regius 

<400> 146 

Leu Asn Gin Ser Asp Cys Leu Pro Arg Asp Thr Phe Cys Ala Leu Pro 
15 10 15 

Gin Leu Gly Leu Leu Cys Cys Ser Gly Arg Cys Leu Leu Phe Cys Val 
20 25 30 

<210> 147 

<211> 28 

<212> PRT 

<213> Conus regius 

<220> 

<221> SITE 

<222> (1) . . (28) 

<223> Xaa at residues 4 and 12 may be Pro or hydroxy-Pro. 
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<400> 147 

Asp Cys Leu Xaa Arg Asp Thr Phe Cys Ala Leu Xaa Gin Leu Gly Leu 
15 10 15 

Leu Cys Cys Ser Gly Arg Cys Leu Leu Phe Cys Val 



<210> 148 

<211> 345 

<212> DNA 

<213> Conus 



aurisiacus 



<220> 

<221> CDS 

<222> (1) . . (234) 



<4G0> 148 

atg aaa ctg acg tgc gtg atg ace gtt get gtg ctg ttc ttg acc gcc 48 
Met Lys Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga aat gga ctg aag aat ctt 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
20 25 30 

ttt cog aag gca cgt cat gaa atg aag aac ccc gaa gcc tot aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga gat ggg tgc tct aat get ggt gca ttt tgt ggc ate cat 192 
Asn Lys Arg Asp Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly lie His 
50 55 60 

cca gga etc tgc tgc age gag att tgc att gtt tgg tgc aca 234 

Pro Gly Leu Cys Cys Ser Glu lie Cys lie Val Trp Cys Thr 
65 70 75 

tgagtcgtat tctgctggta cattttgtgg cttcaacgga ggactctgct gcagcaaect 294 

ttgcttattt ttcgtgtget taaeatattc gtgatgtctt ctaetcccat c 345 

<210> 149 

<211> 78 

<212> PRT 

<213> Conus aurisiacus 



<400> 149 

Met Lys Leu Thr Cys Val Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly He His 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu He Cys He Val Trp Cvs Thr 
65 70 75 



<210> 150 
<211> 27 
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<212> PRT 

<213> Conus aurisiacus 
<220> 

<221> SITE 
<222> (1)..(27) 

<223> Xaa at residue 14 may be Pro or hydroxy-Pro; Xaa at residue 20 ma 
y be GIu or gamma-carboxy-Glu; Xaa at residue 25 may be Trp or br 
omo-Trp 

<400> 150 

Asp Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly lie His Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa lie Cys He Val Xaa Cys Thr 
20 25 

<210> 151 
<211> 412 
<212> DNA 

<213> Conus purpurascens 
<220> 

<221> CDS 

<222> (1) . . (243) 

<400> 151 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg act gee 48 
Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aaa aat gga ctg gag aat eat 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 
20 25 30 

ttt tgg aag gca cgt gac gaa atg aag aae ege gaa gee tct aaa ttg 144 
Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 
35 40 45 

gac aaa aag gaa gee tgc tat gcg cet ggt act ttt tgt ggc ata aag 192 
Asp Lys Lys Glu Ala Cys Tyr Ala Pro Gly Thr Phe Cys Gly He Lys 
50 55 60 

ccc ggg eta tge tgc agt gag ttt tgt etc ccg ggc gtc tgc ttc ggt 240 
Pro Gly Leu Cys Cys Ser Glu Phe Cys Leu Pro Gly Val Cys Phe Gly 
65 70 75 80 

ggt taactgccgt gatgtettct actecectet gtgctaectg gcttgatctt 293 
Gly 



tgatcggcgt gtgeecttea ctggttatga aeeeaetgat ettacetetc ttgaaggace 353 

tctggggtce agcatceaaa taagegaeat eccaatgaaa aaaaaaaaaa aaaaaaaaa 412 

<210> 152 
<211> 81 
<212> PRT 

<213> Conus purpurascens 
<400> 152 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 
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Trp Thr Phe Val 
20 


Thr Ala Asp 


Asp 


Ser 
25 


Lys 


Asn 


Gly 


Leu 


Glu 
30 


Asn 


His 


Phe Trp Lys Ala 
35 


Arg Asp Glu 


Met 
40 


Lys 


Asn 


Arg 


Glu 


Ala 
45 


Ser 


Lys 


Leu 


Asp Lys Lys Glu 

50 


Ala Cys Tyr 
55 


Ala 


Pro 


Gly 


Thr 


Phe 
60 


ys 


n 


lie 


Lys 


Pro Gly Leu Cys 
65 


Cys Ser Glu 
70 


Phe 


Cys 


Leu 


Pro 
75 


Gly 


Val 


Cys 


Phe 


Gly 
80 


Gly 
























<210> 


153 






















<211> 


29 






















<212> 


PRT 






















<213> 


Conus pur 


■purascens 




















<220> 
























<221> 


SITE 






















<222> 


(1) . . (29) 






















<223> 


Xaa at residues 1 and 


20 


may 


be Glu or gamma- 


■carboxy- 


•Glu; 



residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O 
Ipho-Tyr or 0-phospho-Tyr ; Xaa at residues 6, 14 and 24 may be 
o or hydroxy-Pro 

<400> 153 

Xaa Ala Cys Xaa Ala Xaa Gly Thr Phe Cys Gly He Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Leu Xaa Gly Val Cys Phe Gly 
20 25 

<210> 154 
<211> 29 
<212> PRT 

<213> Conus purpurascens 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 20 may be Glu or gamma-carboxy-Glu; Xaa a 
residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O- 
Ipho-Tyr or 0-phospho-Tyr; Xaa at residues 6, 14 and 24 may be 
o or hydroxy-Pro 

<400> 154 

Xaa Ala Cys Xaa Ala Xaa Gly Thr Ala Cys Gly He Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Leu Xaa Gly Val Cys Phe Gly 



<210> 


155 




<211> 


29 




<212> 


PRT 




<213> 


Conus purpurascens 




<220> 






<221> 


SITE 




<222> 


(1) . - (29) 




<223> 


Xaa at residues 1 and 


20 may be 




residue 4 may be Tyr, 


125-I-Tyr, 



no-iodo-Tyr, di-iodo-Tyr 
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Ipho-Tyr or 0-phospho-Tyr ; Xaa at residues 6, 14 and 24 may be Pr 
o or hydroxy-Pro 

<400> 155 

Xaa Ala Cys Xaa Ala Xaa Gly Thr Phe Cys Gly Ala Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Leu Xaa Gly Val Cys Phe Gly 



<210> 156 

<211> 29 

<212> PRT 

<213> Conus purpurascens 



<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 20 may be Glu or garrana-carboxy-Glu; Xaa at 
residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O-su 
Ipho-Tyr or 0-phospho-Tyr; Xaa at residues 6, 14 and 24 may be Pr 
o or hydroxy-Pro 



<400> 156 

Xaa Ala Cys Xaa Ala Xaa Gly Ala Phe Cys Gly He Lys Xaa Gly Le' 



Cys Cys Ser Xaa Phe Cys Leu Xaa Gly Val Cys Phe Gly 



<210> 


157 




<211> 


289 




<212> 


DNA 




<213> 


Conxi 




<220> 






<221> 


CDS 




<222> 


(1) . 


. (252) 



atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc acc 
Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ttg aag aat ctt 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

ttt ceg aag gea cgt cat gaa atg aag aac cet gaa gee tet aaa ttg 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga gat ggg tge tat aat get ggt aca ttt tgt ggc ate cgt 
Asn Lys Arg Asp Gly Cys Tyr Asn Ala Gly Thr Phe Cys Gly He Arg 
50 55 60 

cca gga etc tgc tgc age gag ttt tgc ttt tta tgg tge ata aca ttt 
Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

gtt gat tet ggc taaeagtgtg cgttggttag tgtcttctcc tceccte 
Val Asp Ser Gly 



<210> 158 
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<211> 84 

<212> PRT 

<213> Conus magus 

<400> 158 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 . 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Gly Cys Tyr Asn Ala Gly Thr Phe Cys Gly He Arg 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

Val Asp Ser Gly 

<210> 159 

<211> 32 

<212> PRT 

<213> Conus magus 

<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 14 may be Pro or 

hydroxy-Pro; Xaa at residue 20 may be Glu or gamma-carboxy-Glu; 
Xaa at residue 25 may be Trp or bromo-Trp 

<400> 159 

Asp Gly Cys Xaa Asn Ala Gly Thr Phe Cys Gly He Arg Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Phe Leu Xaa Cys He Thr Phe Val Asp Ser 
20 25 30 

<210> 160 
<211> 273 
<212> DNA 
<213> Conus magus 

<220> 

<221> CDS 

<222> (1) . . (249) 

<400> 160 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc acc 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ttg aag aat ett 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

ttt eeg aag gca cgt cat gaa atg aag aac cct gaa gee tet aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
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aac aag aga gat gaa tgc tat cct cct ggt aca ttt tgt ggc ate aaa 

Asn Lys Arg Asp Glu Cys Tyr Pro Pro Gly Thr Phe Cys Gly lie Lys 
50 55 60 

cca gga ctt tgc tgc age gcg ata tgc tta teg ttt gtc tgc ata tea 

Pro Gly Leu Cys Cys Ser Ala lie Cys Leu Ser Phe Val Cys lie Ser 
65 70 75 80 

ttt gat ttt tgattgatgt cttctcctcc cetc 
Phe Asp Phe 



<210> 161 

<211> 83 

<212> PRT 

<213> Conus magus 



<400> 161 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Glu Cys Tyr Pro Pro Gly Thr Phe Cys Gly He Lys 
50 55 60 

Pro Gly Leu Cys Cys Ser Ala He Cys Leu Ser Phe Val Cys He Ser 
65 70 75 80 



Phe Asp Phe 



<210> 162 

<211> 32 

<212> PRT 

<213> Conus magus 

<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 2 may be Glu or gamma-carboxy-Glu; Xaa at residue 
4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr 
or 0-phospho-Tyr; Xaa at residues 5, 6and 14 may be Pro or hydro 
xy-Pro 



<400> 162 

Asp Xaa Cys Xaa Xaa Xaa Gly Thr 
1 5 

Cys Cys Ser Ala He Cys Leu Ser 
20 



<210> 


163 


<211> 


289 


<212> 


DNA 


<213> 


Conus magus 


<220> 




<221> 


CDS 


<222> 


(1) . . (252) 



Phe Cys Gly He Lys Xaa Gly Leu 
10 15 

Phe Val Cys He Ser Phe Asp Phe 
25 30 
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<400> 163 

atg aaa ctg acg tgc gtg atg ate gtt get gta ctg ttc ttg acc gcc 48 
Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ctg aag gat ctg 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asp Leu 
20 25 30 

ttt ccg aag gaa cgt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Pro Lys Glu Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac cag aga gaa gcc tgc tat aat get ggt tea ttt tgt gge ate eat 192 
Asn Gin Arg Glu Ala Cys Tyr Asn Ala Gly Ser Phe Cys Gly He His 
50 55 60 

cca gga etc tgc tgc age gag ttt tgc att ctt tgg tgc ata aca ttt 240 
Pro Gly Leu Cys Cys Ser Glu Phe Cys He Leu Trp Cys He Thr Phe 
65 70 75 ■ 80 

gtt gat tct ggc taactgtgtg cgttggttga tgtcttctcc tcccate 28 9 

Val Asp Ser Gly 

<210> 154 

<211> 84 

<212> PRT 

<213> Conus magus 

<400> 164 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asp Leu 
20 25 30 

Phe Pro Lys Glu Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Gin Arg Glu Ala Cys Tyr Asn Ala Gly Ser Phe Cys Gly He His 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys He Leu Trp Cys He Thr Phe 
65 70 75 80 

Val Asp Ser Gly 

<210> 165 

<211> 32 

<212> PRT 

<213> Conus magus 

<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residues 1 and 2 0 may be Glu or gamma-carboxy-Glu; Xaa at 
residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-su 
Ipho-Tyr or O-phospho-Tyr ; Xaa at residue 14 may be Pro or hydrox 
y-Pro; Xaa at residue 25 may be Trp or bromo-Trp 

<400> 165 

Xaa Ala Cys Xaa Asn Ala Gly Ser Phe Cys Gly He His Xaa Gly Leu 
1 5 10 ic: 
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Cys Cys Ser Xaa Phe Cys lie Leu Xaa Cys lie Thr Phe Val Asp Ser 
20 25 30 

<210> 165 
<211> 271 
<212> DNA 
<213> Conus magus 

<220> 

<221> CDS 

<222> (1) . . (249) 

<400> 166 

atg aaa ctg acg tgc atg atg ate gtt get gta erg ttc ttg acc gcc 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 



tgg aca ttc gtc acg get gat gac tec aga tat gga ctg aag gat ctg 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asp Leu 
20 25 30 

ttt ccg aag gaa cgt eat gaa atg aag aac ece gaa gee tet aaa ttg 
Phe Pro Lys Glu Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aae cag aga gaa gee tgc tat aat get ggt aca ttt tgt ggc ate aaa 
Asn Gin Arg Glu Ala Cys Tyr Asn Ala Gly Thr Phe Cys Gly lie Lys 
50 55 60 

cca gga ctt tgc tgc age gcg ata tgc tta teg ttt gtc tgc ata tea 
Pro Gly Leu Cys Cys Ser Ala lie Cys Leu Ser Phe Val Cys lie Ser 
65 70 75 80 

ttt gat ttg attgatgtct tetccteeee te 
Phe Asp Leu 

<210> 167 

<211> 83 

<212> PRT 

<213> Conus magus 

<400> 167 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asp Leu 
20 25 30 

Phe Pro Lys Glu Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Gin Arg Glu Ala Cys Tyr Asn Ala Gly Thr Phe Cys Gly lie Lys 
50 55 60 

Pro Gly Leu Cys Cys Ser Ala lie Cys Leu Ser Phe Val Cys lie Ser 
65 70 75 80 

Phe Asp Leu 

<210> 168 

<211> 32 

<212> PRT 

<213> Conus magus 
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<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 1 may be Glu or gamma-carboxy-Glu; Xaa at residue 
4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr 
or O-phospho-Tyr; Xaa at residue 14 may be Pro or hydroxy-Pro 

<400> 168 



Xaa Ala 
1 


Cys 


Xaa 


Asn 
5 


Ala 


Gly 


Thr 


Phe 


Cys 
10 


Gly 


He 


Lys 


Xaa 


Gly 
15 


Leu 




Cys Cys 


Ser 


Ala 
20 


He 


Cys 


Leu 


Ser 


Phe 
25 


Val 


Cys 


He 


Ser 


Phe 
30 


Asp 


Phe 




<211> 
<212> 
<213> 


169 
272 
DNA 

Conus ermineus 
























<220> 
<221> 
<222> 


CDS 
(1) . 


. (243) 


























<400> 
atg aaa 
Met Lys 
1 


169 
ctg 
Leu 


acg 
Thr 


tgc 
Cys 
5 


gtg 
Val 


atg 
Met 


ate 
He 


gtt 
Val 


get 
Ala 
10 


gtg 
Val 


ctg 
Leu 


ttc 
Phe 


ttg 
Leu 


act 
Thr 
15 


Ala 


48 


tgg aca 
Trp Thr 


ttc 
Phe 


gtc 
Val 
20 


acg 
Thr 


get 
Ala 


gat 
Asp 


gac 
Asp 


tec 
Ser 
25 


aaa 
Lys 


aat 
Asn 


gga 
Gly 


ctg 
Leu 


gag 
Glu 
30 


aat 
Asn 


cat 
His 


96 


ttt tgg 
Phe Trp 


aag 
Lys 
35 


gca 
Ala 


cgt 
Arg 


gac 
Asp 


gaa 
Glu 


atg 
Met 
40 


aag 
Lys 


aac 
Asn 


cgc 
Arg 


gaa 
Glu 


gcc 
Ala 
45 


tct 
Ser 


aaa 
Lys 


ttg 


144 


gac aaa 
Asp Lys 
50 


aag 
Lys 


gaa 
Glu 


gcc 
Ala 


tgc 
Cys 


tat 
Tyr 
55 


ccg 
Pro 


cct 
Pro 


ggt 
Gly 


act 
Thr 


ttt 
Phe 
60 


tgt 
Cys 


ggc 
Gly 


ata 
He 


aag 
Lys 


192 


ccc ggg 
Pro Gly 
65 


eta 
Leu 


tgc 
Cys 


tgc 
Cys 


agt 
Ser 
70 


gag 
Glu 


ttg 
Leu 


tgt 
Cys 


tta 
Leu 


ccg 
Pro 
75 


gcc 
Ala 


gtc 
Val 


tgc 
Cys 


gtc 
Val 


ggt 
Gly 
80 


240 



ggt taactgccgt gatgtcttct cctcccctc 
Gly 

<210> 170 
<211> 81 
<212> PRT 

<213> Conus ermineus 
<400> 170 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 
20 25 30 

Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 



Asp Lys Lys Glu Ala Cys Tyr Pro Pro Gly Thr Phe Cys Gly He Lys 
50 55 60 
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Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Pro Ala Val Cys Val Gly 
65 70 75 80 

Gly 

<210> 171 
<211> 29 
<212> PRT 

<213> Conus ermineus 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 20 may be Glu or gamma-carboxy-Glu; Xaa at 
residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O-su 
Ipho-Tyr or 0-phospho-Tyr; Xaa at residues 5, 6, 14 and 24 may be 
Pro or hydroxy-Pro 

<400> 171 

Xaa Ala Cys Xaa Xaa Xaa Gly Thr Phe Cys Gly lie Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Leu Cys Leu Xaa Ala Val Cys Val Gly 
20 25 

<210> 172 
<211> 272 
<212> DNA 

<213> Conus purpurascens 
<220> 

<221> CDS 

<222> (1) . . (243) 

<400> 172 

atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ttg act gcc 48 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aaa aat gga ctg gag aat cat 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 
20 25 30 

ttt tgg aag gca cgt gac gaa atg aag aac cgc gaa gcc tct aaa ttg 144 
Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 
35 40 45 

gac aaa aag gaa gcc tgc tat ccg cct ggt act ttt tgt ggc ata aag 192 
Asp Lys Lys Glu Ala Cys Tyr Pro Pro Gly Thr Phe Cys Gly lie Lys 
50 55 60 

ccc ggg eta tgc tgc agt gag ttg tgt tta ccg gcc gtc tgc gtc ggt 240 
Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Pro Ala Val Cys Val Gly 
65 70 75 80 

ggt taactgccgt gatgtcttct cctcccctc 272 
Gly 

<210> 173 
<211> 81 
<212> PRT 

<213> Conus purpurascens 



<400> 173 
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Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 

20 25 30 

Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 
35 40 45 

Asp Lys Lys Glu Ala Cys Tyr Pro Pro Gly Thr Phe Cys Gly He Lys 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Pro Ala Val Cys Val Gly 
65 70 75 80 

Gly 

<210> 174 
<211> 29 
<212> PRT 

<213> Conus purpurascens 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 20 may be Glu or garama-carboxy-Glu; Xaa at 
residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-su 
Ipho-Tyr or 0-phospho-Tyr ; Xaa at residues 14 and 24 may be Pro o 
r hydroxy-Pro 

<400> 174 

Xaa Ala Cys Xaa Xaa Xaa Gly Thr Phe Cys Gly lie Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Leu Cys Leu Xaa Ala Val Cys Val Gly 
20 25 

<210> 175 
<211> 266 
<212> DNA 

<213> Conus striatus 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 175 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc act 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ttg aag aat ett 96 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

ttt ecg aag gca cgt cat gaa atg aag aac ccc gaa gee tct aaa ttg 14 4 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga gaa ggg tgc tct agt ggt ggt aca ttt tgt ggc ate cat 192 
Asn Lys Arg Glu Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His 



cca gga etc tgc tgc age gag ttt tgc ttt ctt tgg tgc ata aca ttt 240 
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Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

att gat tgatgtcttc tcctcccctc 266 
He Asp 

<210> 176 
<211> 82 
<212> PRT 

<213> Conus striatus 
<400> 176 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Glu Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

He Asp 

<210> 177 
<211> 31 
<212> PRT 

<213> Conus striatus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 1 and 20 may be Glu or gamma-carboxy-Glu; Xaa at 
residue 14 may be Pro or hydroxy-Pro ; Xaa at residue 25 may be Tr 
p or bromo-Trp 

<400> 177 

Xaa Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Phe Leu Xaa Cys He Thr Phe He Asp 
20 25 30 

<210> 178 
<211> 266 
<212> DNA 

<213> Conus striatus 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 178 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc act 48 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ttg aag aat ett 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
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ttt ccg aag gca cgt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga gat ggg tgc tct agt ggt ggt aca ttt tgt ggc ate cat 192 
Asn Lys Arg Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His 
50 55 60 

cca gga etc tgc tgc age gag ttt tgc ttt ctt tgg tgc ata aca ttt 240 
Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

att gat tgatgtcttc tcctcccctc 266 
He Asp 

<210> 179 
<211> 82 
<212> PRT 

<213> Conus striatus 
<400> 179 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

He Asp 

<210> 180 
<211> 31 
<212> PRT 

<213> Conus striatus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 20 may be Glu or gamma-carboxy-Glu; Xaa at residue 
14 may be Pro or hydroxy-Pro; Xaa at residue 25 may be Trp or br 
omo-Trp 

<400> 180 

Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly He His Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Phe Leu Xaa Cys He Thr Phe He Asp 
20 25 30 

<210> 181 
<211> 31 
<212> PRT 

<213> Conus striolatus 
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<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 6 and 14 may be Pro or hydroxy-Pro ; Xaa at residu 
e 31may be Glu or ganuna-carboxy-Glu 



<400> 181 

Ser Lys Cys Phe Ser Xaa Gly Thr Phe Cys Gly lie Lys Xaa Gly Leu 
15 10 15 

Cys Cys Ser Val Arg Cys Phe Ser Leu Phe Cys lie Ser Phe Xaa 
20 25 30 



<210> 182 

<211> 345 

<212> DNA 

<213> Conus catu 



<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 182 

atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 



tgg aca ttc gtc acg get gat gac tec aga aat gga ctg aag aat ctt 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
20 25 30 



ttt ccg aag gea egt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 



aac aag aga tat ggg tgc tct aat get ggt gca ttt tgt ggc ate cat 192 
Asn Lys Arg Tyr Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly lie His 
50 55 60 



cca gga etc tgc tgc age gag ctt tgc ctg gtt tgg tgc aca 234 
Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Val Trp Cys Thr 
65 70 75 

tgagtgctat tcttctggta cattttgtgg cttcaacgga ggactctgct gcagcaacct 294 

ttgcttattt tcgtgtgett aaeatttcgt gatgtettet ctattcccct c 345 

<210> 183 

<211> 78 

<212> PRT 

<213> Conus catus 

<400> 183 

Met Lys Leu Thr Cys Met 
1 5 

Trp Thr Phe Val Thr Ala 
20 

Phe Pro Lys Ala Arg His 
35 

Asn Lys Arg Tyr Gly Cys 
50 



Met lie Val Ala Val Leu Phe Leu Thr Ala 
10 15 

Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
25 30 

Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 



Ser Asn Ala Gly Ala Phe Cys Gly lie Hi 
55 60 
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Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Val Trp Cys Thr 
65 70 75 

<210> 184 

<211> 27 

<212> PRT 

<213> Conus catus 

<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, O-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 14 may be Pro or 

hydroxy-Pro; Xaa at residue 20 may be Glu or gamma-carboxy-Glu; 

Xaa at residue 25 may be Trp or bromo-Trp 

<400> 184 

Xaa Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly lie His Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Leu Cys Leu Val Xaa Cys Thr 
20 25 

<210> 185 
<211> 345 
<212> DNA 
<213> Conus catus 

<220> 

<221> CDS 

<222> (1) . . (234) 

<400> , 185 

atg aaa ctg acg tgt atg atg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 

15 10 15 

tgg aca ttc gtc acg get gat gac tec aga tat gga ctg aag aat ctt 96 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

ttt ccg aag gca cgt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga tat ggg tgc tct aat get ggt gca ttt tgt ggc ate cat 192 
Asn Lys Arg Tyr Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly He His 
50 55 60 

eca gga etc tgc tgc age gag ctt tgc ctg ggt tgg tgc aca 234 
Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Gly Trp Cys Thr 
65 70 75 

tgagtgctat tctactggta eattttgtgg ettcaacgga ggactetget gcagcaacet 2 94 

ttgcttattt tegtgtgett aacatttcgt gatgtcttct etattcceet e 345 

<210> 186 

<211> 78 

<212> PRT 

<213> Conus catus 

<400> 186 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
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Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Tyr Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly lie His 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Gly Trp Cys Thr 
65 70 75 

<210> 187 

<211> 27 

<212> PRT 

<213> Conus catus 

<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 14 may be Pro or 

hydroxy-Pro; Xaa at residue 20 may be Glu or gairma-carboxy-Glu; 
Xaa at residue 25 may be Trp or bromo-Trp 

<400> 187 

Xaa Gly Cys Ser Asn Ala Gly Ala Phe Cys Gly He His Xaa Gly Leu 

15 10 15 

Cys Cys Ser Xaa Leu Cys Leu Gly Xaa Cys Thr 



<210> 


188 




























<211> 


266 




























<212> 


DNA 




























<213> 


Conus distans 






















<220> 






























<221> 


CDS 




























<222> 


(1) . . 


, (246) 
























<400> 


188 




























atg aaa 


ctg 


acg 


tgt 


ctg 


atg 


ate 


gtt 


get 


gtg 


ctg 


ttc 


ttg 


ace 


gcc 


Met Lys 


Leu 


Thr 


Cys 


Leu 


Met 


He 


Val 


Ala 


Val 


Leu 


Phe 


Leu 


Thr 


Ala 


1 






5 










10 










15 




tgg aca 


ttc 






get 


gat 


gac 


tee 


aga 


aat 


gga 


ttg 


gag 


aat 


etc 


Trp Thr 


Phe 


Val 


Thr 


Ala 


Asp 


Asp 


Ser 


Arg 


Asn 


Gly 


Leu 


Glu 


Asn 


Leu 






20 










25 










30 






tct ccg 


aag 


gca 


cct 


cac 


gaa 


atg 


aag 


aac 


ccc 


gaa 


gcc 


tct 


aaa 


teg 


Ser Pro 


Lys 


Ala 


Pro 


His 


Glu 


Met 


Lys 


Asn 


Pro 


Glu 


Ala 


Ser 


Lys 


Ser 




35 










40 










45 






aac aag 


aga 


tat 


gag 


tgc 


tat 


eta 


ctg 


gta 


cat 


ttt 


tgt 


ggc 


ate 


aac 


Asn Lys 


Arg 


Tyr 


Glu 


Cys 


Tyr 


Leu 


Leu 


Val 


His 


Phe 


Cys 


Gly 


He 


Asn 


50 










55 










60 











gga gga etc tgc tgc age aac ctt tgc tta ttt ttc gtg tgc tta aca 
Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 
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ttt teg tgatgtcttc tcctcccatc 266 
Phe Ser 

<210> 189 
<211> 82 
<212> PRT 

<213> Conus distans 
<400> 189 

Met Lys Leu Thr Cys Leu Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Ser Pro Lys Ala Pro His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

Asn Lys Arg Tyr Glu Cys Tyr Leu Leu Val His Phe Cys Gly lie Asn 
50 55 60 

Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 
65 70 75 80 

Phe Ser 

<210> 190 
<211> 31 
<212> PRT 

<213> Conus distans 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 1 and 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di- 
iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 2 may be 
Glu or gamma-carboxy-Glu 

<400> 190 

Xaa Xaa Cys Xaa Leu Leu Val His Phe Cys Gly lie Asn Gly Gly Leu 
15 10 15 

Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr Phe Ser 



<210> 


191 


<211> 


113 


<212> 


DNA 


<213> 


Conus regius 


<220> 




<221> 


CDS 


<222> 


(1) . . (93) 


<400> 


191 



ttg age aag aga gac tgc ctt cct gac tac acg att tgt gcc ttc aat 
Leu Ser Lys Arg Asp Cys Leu Pro Asp Tyr Thr lie Cys Ala Phe Asn 
15 10 15 

atg ggt ctg tgc tgc age gac aag tgc atg etc gtc tgc ctg ccg 
Met Gly Leu Cys Cys Ser Asp Lys Cys Met Leu Val Cys Leu Pro 
20 25 30 



tgatgtcttc tcctcccctc 



113 



73 



<210> 192 

<211> 31 

<212> PRT 

<213> Conus regius 



<400> 192 

Leu Ser Lys Arg Asp Cys Leu Pro Asp Tyr Thr lie Cys Ala Phe Asn 
15 10 15 

Met Gly Leu Cys Cys Ser Asp Lys Cys Met Leu Val Cys Leu Pro 
20 25 30 



<210> 193 

<211> 27 

<212> PRT 

<213> Conus regius 



<220> 

<221> SITE 
<222> {1) . . (27) 

<223> Xaa at residues 5 and 27 may be Pro or hydroxy-Pro; Xaa at residu 
e 7 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-T 
yr or 0-phospho-Tyr 



<400> 193 

Asp Cys Leu Xaa Asp Xaa Thr lie 
1 5 

Cys Ser Asp Lys Cys Met Leu Val 
20 



Cys Ala Phe Asn Met Gly Leu Cys 
10 15 

Cys Leu Xaa 
25 



<210> 194 

<211> 116 

<212> DNA 

<213> Conus regius 

<220> 

<221> CDS 

<222> (1) . . (96) 



<400> 194 

ttg aac aag aga ate ate tgc ttt cct gac tac atg ttt tgt ggc gtc 48 
Leu Asn Lys Arg lie lie Cys Phe Pro Asp Tyr Met Phe Cys Gly Val 
15 10 15 

aat gtg ttt ctg tgc tgc agt ggc aac tgc ctt etc ate tgc gtg eeg 96 
Asn Val Phe Leu Cys Cys Ser Gly Asn Cys Leu Leu lie Cys Val Pro 
20 25 30 



tgatgtcttc tactcccctc 

<210> 195 

<211> 32 

<212> PRT 

<213> Conus regius 



<400> 195 

Leu Asn Lys Arg lie lie Cys Phe 
1 5 

Asn Val Phe Leu Cys Cys Ser Gly 
20 



Pro Asp Tyr Met Phe Cys Gly Val 

10 15 

Asn Cys Leu Leu lie Cys Val Pro 
25 30 



<210> 196 



74 

<211> 28 

<212> PRT 

<213> Conus regius 



<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residues 5 and 28 may be Pro or hydroxy-Pro; Xaa at residu 
e 7 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-T 
yr or 0-phospho-Tyr 



<400> 196 

lie lie Cys Gly Xaa Asp Xaa Met 
1 5 

Cys Cys Ser Gly Asn Cys Leu Leu 
20 



Phe Cys Gly Val Asn Val Phe Leu 
10 15 

He Cys Val Xaa 
25 



<210> 197 

<211> 259 

<212> DNA 

<213> Conus glo 



<220> 

<221> CDS 

<222> (1) . . (228) 



<400> 197 

atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ttg acc gcc 48 
Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 



tgg aca ttc gtc acg get gtg cct cac tec age aat gcg ttg gag aat 96 
Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

ctt tat ctg aag gca cat cat gaa atg aac aac ccc gaa gac tct gaa 144 
Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 

ttg aac aag agg tgc tat gat ggt ggg aca ggt tgt gac tct gga aac 192 
Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn 
50 55 60 



caa tgc tgc agt ggc tgg tgc att ttc gcc tgc etc taaaactgtc 238 
Gin Cys Cys Ser Gly Trp Cys He Phe Ala Cys Leu 
65 70 75 



gtgatgtctt ctcctcccct c 

<210> 198 

<211> 76 

<212> PRT 

<213> Conus gloriamaris 



<400> 198 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 



75 



Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn 
50 55 60 

Gin Cys Cys Ser Gly Trp Cys lie Phe Ala Cys Leu 
65 70 75 

<210> 199 
<211> 24 
<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 
<222> (1) . . (24) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 18 may be Trp or 
bromo-Trp 

<400> 199 

Cys Xaa Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn Gin Cys Cys Ser 
15 10 15 

Gly Xaa Cys lie Phe Ala Cys Leu 
20 



<210> 


200 




<211> 


258 




<212> 


DNA 




<213> 


Genu; 


3 dalli 


<220> 






<221> 


CDS 




<222> 


(1) . . 


, (228) 


<400> 


200 




atg as 


la ctg 




Met Lys Leu 


Thr Cys 


1 




5 



tgg aca ttc gtc acg get gtg cct cac tec age aat gcg ttg gag aat 
Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

ctt tat ctg aag gca cat cat gaa atg aac aac ccc gag gac tct gaa 
Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 

ttg aac aag agg tgc tat gat ggt ggg aca ggt tgt gac tct gga aac 
Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn 
50 55 60 

caa tgc tgc agt ggc tgg tgc att ttc gtc tgc etc taaaactgcc 
Gin Cys Cys Ser Gly Trp Cys He Phe Val Cys Leu 
65 70 75 

gtgatgtctt ctctcccatc 

<210> 201 

<211> 76 

<212> PRT 

<213> Conus dalli 



<400> 201 

Met Lys Leu Thr Cys He Met He Val Ala Val Leu Phe Leu Thr Ala 



76 

15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 

Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn 
50 55 60 

Gin Cys Cys Ser Gly Trp Cys lie Phe Val Cys Leu 
65 70 75 

<210> 202 

<211> 24 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 
<222> (1) . . (24) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 18 may be Trp or 
bromo-Trp 

<400> 202 

Cys Xaa Asp Gly Gly Thr Gly Cys Asp Ser Gly Asn Gin Cys Cys Ser 
15 10 15 

Gly Xaa Cys lie Phe Val Cys Leu 
20 

<210> 203 
<211> 259 
<212> DNA 

<213> Conus pennaceus 
<220> 

<221> CDS 

<222> (1) . . (228) 

<400> 203 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg acc gcc 48 
Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca gtc gtc acg get gtg cct cae tec aac aag egg ttg gcg aat 96 
Trp Thr Val Val Thr Ala Val Pro His Ser Asn Lys Arg Leu Ala Asn 
20 25 30 

ctt tat ctg aag gea egt cac gaa atg aaa aac ecc gaa gcc tct aat 144 
Leu Tyr Leu Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Asn 
35 40 45 

gtg gac aag agg tgc ttt gag agt tgg gta get tgt gag tct cca aaa 192 
Val Asp Lys Arg Cys Phe Glu Ser Trp Val Ala Cys Glu Ser Pro Lys 
50 55 60 

cga tgc tgc agt cac gtg tgc ctt ttc gtc tgc aec tgaaactgcc 238 
Arg Cys Cys Ser His Val Cys Leu Phe Val Cys Thr 
65 70 75 



gtgatgtctt etcctcccet c 



259 



77 



<210> 204 
<211> 76 
<212> PRT 

<213> Conus pennaceus 
<400> 204 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Val Val Thr Ala Val Pro His Ser Asn Lys Arg Leu Ala Asn 
20 25 30 

Leu Tyr Leu Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Asn 
35 40 45 

Val Asp Lys Arg Cys Phe Glu Ser Trp Val Ala Cys Glu Ser Pro Lys 
50 55 60 

Arg Cys Cys Ser His Val Cys Leu Phe Val Cys Thr 
65 70 75 

<210> 205 
<211> 24 
<212> PRT 

<213> Conus pennaceus 
<220> 

<221> SITE 
<222> (1) . . (24 ) 

<223> Xaa at residues 3 and 9 may be Glu or gairana-carboxy-Glu; Xaa at r 
esidue 5 may be Trp or bromo-Trp; Xaa at residue 11 may be Pro o 
r hydroxy-Pro 

<400> 205 

Cys Phe Xaa Ser Xaa Val Ala Cys Xaa Ser Xaa Lys Arg Cys Cys Ser 
15 10 15 

His Val Cys Leu Phe Val Cys Thr 
20 

<210> 206 
<211> 253 
<212> DNA 
<213> Conus distans 

<220> 

<221> CDS 

<222> (1)..(228) 

<400> 206 

atg aaa ctg acg tgt atg ttg ate ate get gtg etg ttc ctg aeg gcc 48 

Met Lys Leu Thr Cys Met Leu He He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgt caa etc tct aca aat gcg agt tac gcc aga agt aag cag aag cat 96 
Cys Gin Leu Ser Thr Asn Ala Ser Tyr Ala Arg Ser Lys Gin Lys His 
20 25 30 

cgt gtt ctg agg teg act gac aaa aac tec aag ttg acc cag cgt tgc 144 
Arg Val Leu Arg Ser Thr Asp Lys Asn Ser Lys Leu Thr Gin Arg Cys 
35 40 45 



aat gaa get caa gaa eat tgc act caa aat cct gac tgc tgc agt gag 192 
Asn Glu Ala Gin Glu His Cys Thr Gin Asn Pro Asp Cys Cys Ser Glu 



78 



tct tgc aat aag ttt gtc ggc aga tgc ttg tea gac tgatctgatg 238 
Ser Cys Asn Lys Phe Val Gly Arg Cys Leu Ser Asp 
65 70 75 

tcttctcctc ccatc 253 

<210> 207 
<211> 76 
<212> PRT 

<213> Conus distans 
<400> 207 

Met Lys Leu Thr Cys Met Leu lie lie Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Cys Gin Leu Ser Thr Asn Ala Ser Tyr Ala Arg Ser Lys Gin Lys His 
20 25 30 

Arg Val Leu Arg Ser Thr Asp Lys Asn Ser Lys Leu Thr Gin Arg Cys 
35 40 45 

Asn Glu Ala Gin Glu His Cys Thr Gin Asn Pro Asp Cys Cys Ser Glu 
50 55 60 

Ser Cys Asn Lys Phe Val Gly Arg Cys Leu Ser Asp 
65 70 75 

<210> 208 

<211> 29 

<212> PRT 

<213> Conus distans 
<220> 

<221> SITE 

<222> (1) . . (29) 

<223> Xaa at residues 3, 6 and 17 may be Glu or gamma-carboxy-Glu; Xaa 
at residue 12 may be Pro or hydroxy-Pro 

<400> 208 

Cys Asn Xaa Ala Gin Xaa His Cys Thr Gin Asn Xaa Asp Cys Cys Ser 
15 10 15 

Xaa Ser Cys Asn Lys Phe Val Gly Arg Cys Leu Ser Asp 
20 25 

<210> 209 
<211> 259 
<212> DNA 

<213> Conus ammiralis 
<220> 

<221> CDS 

<222> (1) . . (228) 

<400> 209 

atg aaa ctg acg tgc ctg atg ate gtt get gtg ctg tte ttg aee gee 48 
Met Lys Leu Thr Cys Leu Met lie Val Ala Val Leu Phe Leu Thr Ala 



tgg aca ttc gtc acg get gtg cct gac tec age aat gcg ttg gag aat 96 
Trp Thr Phe Val Thr Ala Val Pro Asp Ser Ser Asn Ala Leu Glu Asn 
20 25 30 



79 



ctt tat ctg aag gca cat cat gaa atg aac aac ccc gaa gac tct gaa 144 
Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 

ttg aac aag agg tgc tat gat ggt ggg aca agt tgt aac act gga aac 192 
Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Ser Cys Asn Thr Gly Asn 
50 55 60 

caa tgc tgc agt ggc tgg tgc att ttc etc tgc etc taaaactgcc 238 

Gin Cys Cys Ser Gly Trp Cys lie Phe Leu Cys Leu 
65 70 75 

gtgatgtctt ctcttcccct c 259 

<210> 210 
<211> 76 
<212> PRT 

<213> Conus ammiralis 
<400> 210 

Met Lys Leu Thr Cys Leu Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro Asp Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Asp Ser Glu 
35 40 45 

Leu Asn Lys Arg Cys Tyr Asp Gly Gly Thr Ser Cys Asn Thr Gly Asn 
50 55 60 

Gin Cys Cys Ser Gly Trp Cys lie Phe Leu Cys Leu 
65 70 75 

<210> 211 
<211> 24 
<212> PRT 

<213> Conus ammiralis 
<220> 

<221> SITE 
<222> (1) . . (24) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, O-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 18 may be Trp or 
bromo-Trp 

<400> 211 

Cys Xaa Asp Gly Gly Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser 
15 10 15 

Gly Xaa Cys lie Phe Leu Cys Leu 



<210> 


212 




<211> 


286 




<212> 


DNA 




<213> 


Conus 


textile 


<220> 






<221> 


CDS 




<222> 


(25) . , 


. (255) 



<400> 212 



80 



ggcattacct aaaacatcac caag atg aaa ctg acg tgc atg atg ate gtt 
Met Lys Leu Thr Cys Met Met lie Val 
1 5 

get gtg ctg ttc ttg acc gcc tgg aca ttc gtc acg get gcg cot cac 
Ala Val Leu Phe Leu Thr Ala Trp Thr Phe Val Thr Ala Ala Pro His 



tec age aat gcg ttg gag aat ctt tat ctg aag gea cat eat gaa atg 
Ser Ser Asn Ala Leu Glu Asn Leu Tyr Leu Lys Ala His His Glu Met 
30 35 40 

aae aac eee gaa gcc tet gaa ttg aac aag agg tge tat gat agt ggg 
Asn Asn Pro Glu Ala Ser Glu Leu Asn Lys Arg Cys Tyr Asp Ser Gly 
45 50 55 

aca agt tgt aac act gga aac eaa tgc tgc agt ggc tgg tge att ttc 
Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser Gly Trp Cys lie Phe 
60 65 70 

gtc tct tgc etc taaaactaec gtgatgtctt etcctcccct c 
Val Ser Cys Leu 
75 

<210> 213 
<211> 77 
<212> PRT 

<213> Conus textile 



<400> 213 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Ala Pro His Ser Ser Asn Ala Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala His His Glu Met Asn Asn Pro Glu Ala Ser Glu 
35 40 45 

Leu Asn Lys Arg Cys Tyr Asp Ser Gly Thr Ser Cys Asn Thr Gly Asn 
50 55 60 

Gin Cys Cys Ser Gly Trp Cys lie Phe Val Ser Cys Leu 
65 70 75 

<210> 214 
<211> 25 
<212> PRT 

<213> Conus textile 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 18 may be Trp or 
bromo-Trp 

<400> 214 

Cys Xaa Asp Ser Gly Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser 
15 10 15 

Gly Xaa Cys He Phe Val Ser Cys Leu 
20 25 



81 



<210> 215 

<211> 272 

<212> DNA 

<213> Conus gloriamaris 
<220> 

<221> CDS 

<222> (1) . . (252) 

<400> 215 

atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc ctg aca gcc 48 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg acg eta gtc atg get gat gac tec aae aat gga ctg geg aat ctt 96 
Trp Thr Leu Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn Leu 
20 25 30 

ttt teg aaa tea egt gae gaa atg gag gae cee gaa get tet aaa ttg 144 
Phe Ser Lys Ser Arg Asp Glu Met Glu Asp Pro Glu Ala Ser Lys Leu 
35 40 45 

gag aaa agg gat tgc caa gea eta tgg gat tat tgt eca gta ccg etc 192 
Glu Lys Arg Asp Cys Gin Ala Leu Trp Asp Tyr Cys Pro Val Pro Leu 
50 55 60 

ttg tea teg ggt gat tgc tgc tat ggc tta ate tgt ggc cct ttc gtc 240 
Leu Ser Ser Gly Asp Cys Cys Tyr Gly Leu He Cys Gly Pro Phe Val 
65 70 75 80 

tgc att gga tgg tgatgtcttc tactcccatc 272 
Cys He Gly Trp 

<210> 216 

<211> 84 

<212> PRT 

<213> Conus gloriamaris 

<400> 216 
Met Lys Leu Thr Cys 
1 5 

Trp Thr Leu Val Met 
20 

Phe Ser Lys Ser Arg 
35 

Glu Lys Arg Asp Cys 
50 

Leu Ser Ser Gly Asp 
65 

Cys He Gly Trp 

<210> 217 

<211> 33 

<212> PRT 

<213> Conus gloriamaris 
<220> 

<221> SITE 

<222> (1) . . (33) 



Met Met He Val Ala 
10 

Ala Asp Asp Ser Asn 
25 

Asp Glu Met Glu Asp 
40 

Gin Ala Leu Trp Asp 
55 

Cys Cys Tyr Gly Leu 
70 



Val Leu Phe Leu Thr Ala 
15 



Asn Gly Leu Ala Asn Leu 
30 



Pro Glu Ala Ser Lys Leu 
45 



Tyr Cys Pro Val Pro Leu 
60 



He Cys Gly Pro Phe Val 
75 80 



82 



<223> Xaa at residues 6 and 33 may be Trp or bromo-Trp; Xaa at residues 
8 and 21 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-su 
Ipho-Tyr or 0-phospho-Tyr; Xaa at residues 10, 12 and 27 may be P 
ro or hydroxy-Pro 

<400> 217 

Asp Cys Gin Ala Leu Xaa Asp Xaa Cys Xaa Val Xaa Leu Leu Ser Ser 
15 10 15 

Gly Asp Cys Cys Xaa Gly Leu lie Cys Gly Xaa Phe Val Cys He Gly 
20 25 30 

Xaa 

<210> 218 
<211> 275 
<212> DNA 
<213> Conus omaria 

<220> 

<221> CDS 

<222> (1) . . (249) 

<400> 218 

atg aaa ctg acg tgc ctg atg ate gtt got gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Ala 

15 10 15 

tgg aca ttc gtc atg get gat gac tec aac aat gga ctg gca aat ctt 96 
Trp Thr Phe Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn Leu 
20 25 30 

ttc teg aaa tea cgt gac gaa atg gag gat acc gat cct tct aaa ttg 144 
Phe Ser Lys Ser Arg Asp Glu Met Glu Asp Thr Asp Pro Ser Lys Leu 
35 40 45 

gag aac aga aaa act tgc caa aga agg tgg gat ttt tgt cca gga teg 192 
Glu Asn Arg Lys Thr Cys Gin Arg Arg Trp Asp Phe Cys Pro Gly Ser 
50 55 60 

etc gtt gga gtg ata act tgc tgc ggt ggc tta ate tgt ttt ctg ttc 240 
Leu Val Gly Val He Thr Cys Cys Gly Gly Leu He Cys Phe Leu Phe 
65 70 ■ 75 80 

ttc tgc gtt tgatagtgat gctcttctcc tcccct 275 
Phe Cys Val 

<210> 219 

<211> 83 

<212> PRT 

<213> Conus omaria 

<400> 219 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn Leu 
20 25 30 

Phe Ser Lys Ser Arg Asp Glu Met Glu Asp Thr Asp Pro Ser Lys Leu 
35 40 45 

Glu Asn Arg Lys Thr Cys Gin Arg Arg Trp Asp Phe Cys Pro Gly Ser 
50 55 60 



83 



Leu Val Gly Val He Thr Cys Cys Gly Gly Leu He Cys Phe Leu Phe 
65 70 75 80 

Phe Cys Val 

<210> 220 

<211> 32 

<212> PRT 

<213> Conus omaria 

<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 7 may be Trp or bromo-Trp; Xaa at residue 10 may b 
e Pro or hydroxy-Pro 



<400> 220 

Lys Thr Cys Gin Arg Arg Xaa Asp Phe 
1 5 

Val He Thr Cys Cys Gly Gly Leu He 
20 25 

<210> 221 
<211> 274 
<212> DNA 
<213> Conus dalli 

<220> 

<222> CDS 

<222> (1) . . (246) 

<400> 221 

atg aaa ctg acg tgt gtg atg ate gtt 
Met Lys Leu Thr Cys Val Met He Val 
1 5 

tgg acg 
Trp Thr 



ttt teg 
Phe Ser 



gag aaa 
Glu Lys 
50 

ttg gga teg agg tat tgc tgc gat ggc 
Leu Gly Ser Arg Tyr Cys Cys Asp Gly 
65 70 



Cys Xaa Gly Ser Leu Val Gly 
10 15 

Cys Phe Leu Phe Phe Cys Val 
30 



get gtg ctg ttc ctg aca gee 4 8 

Ala Val Leu Phe Leu Thr Ala 
10 15 



96 



144 



192 



ttt ate tgt oca tct ttc ttc 240 
Phe He Cys Pro Ser Phe Phe 
75 80 



274 



tgc get tgatagtgat gtcttctcta ttcccctc 
Cys Ala 

<210> 222 

<211> 82 

<212> PRT 

<213> Conus dalli 

<400> 222 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 



eta gtc atg get gat gac tec aac aat gga ctg gcg aat ctt 
Leu Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn Leu 



aaa tta cgt gac gaa atg gag gac ecc gaa ggt tct aaa ttg 
Lys Leu Arg Asp Glu Met Glu Asp Pro Glu Gly Ser Lys Leu 



aag gat tgc caa gaa aaa tgg gat tat tgt cca gta ccg ttc 
Lys Asp Cys Gin Glu Lys Trp Asp Tyr Cys Pro Val Pro Phe 
55 60 



84 



Trp Thr Leu Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn Leu 
20 25 30 

Phe Ser Lys Leu Arg Asp Glu Met Glu Asp Pro Glu Gly Ser Lys Leu 
35 40 45 

Glu Lys Lys Asp Cys Gin Glu Lys Trp Asp Tyr Cys Pro Val Pro Phe 
50 55 60 

Leu Gly Ser Arg Tyr Cys Cys Asp Gly Phe lie Cys Pro Ser Phe Phe 
65 70 75 80 

Cys Ala 

<210> 223 

<211> 31 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 4 may be Glu or gamma-carboxy-Glu; Xaa at residue 
6 may be Trp or bromo-Trp; Xaa at residues 8 and 18 may be Tyr, 1 
25-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-T 
yr; Xaa at residues 10, 12 and 26 may be Pro or hydroxy-Pro 



<400> 


223 




Asp Cys Gin 
1 


Xaa Lys 
5 


Arg Xac 


I Cys 


Cys Asp 
20 


<210> 


224 




<211> 


271 




<212> 


DNA 




<213> 


Conus dalli 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(252) 


<400> 


224 




atg aaa 
Met Lys 
1 


. ctg 
Leu 


acg tgc 
Thr Cys 
5 



tgg acg eta gtc atg get gat gac tec aac aat gga ctg gcg aat cat 
Trp Thr Leu Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn His 
20 25 30 

ttt tgg aaa tea cgt gac gaa atg gag gac act gaa get tct aaa ttg 
Phe Trp Lys Ser Arg Asp Glu Met Glu Asp Pro Glu Ala Ser Lys Leu 
35 40 45 

gag aaa agg gat tgc caa ggc gaa tgg gag ttt tgt ata gta ccg gtc 
Glu Lys Arg Asp Cys Gin Gly Glu Trp Glu Phe Cys He Val Pro Val 
50 55 60 

ctt gga ttt gtg tat tgc tgc ccc tgg ctt ate tgt ggc cct tte gtc 
Leu Gly Phe Val Tyr Cys Cys Pro Trp Leu He Cys Gly Pro Phe Val 
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tgc gtt gat ate tgatgtcttc tatcccctc 
Cys Val Asp lie 

<210> 225 
<211> 84 
<212> PRT 



2 



<213> Conus dalli 
<400> 225 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Leu Val Met Ala Asp Asp Ser Asn Asn Gly Leu Ala Asn His 
20 25 30 

Phe Trp Lys Ser Arg Asp Glu Met Glu Asp Pro Glu Ala Ser Lys Leu 
35 40 45 

Glu Lys Arg Asp Cys Gin Gly Glu Trp Glu Phe Cys lie Val Pro Val 
50 55 60 

Leu Gly Phe Val Tyr Cys Cys Pro Trp Leu lie Cys Gly Pro Phe Val 
65 70 75 80 

Cys Val Asp lie 

<210> 226 

<211> 33 

<212> PRT 

<213> Conus dalli 

<220> 

<221> SITE 
<222> (1) . . (33) 

<223> Xaa at residues 5 and 7 may be Glu or gamina-carboxy-Glu; Xaa at 
esidues 6 and 22 may be Trp or bromo-Trp; Xaa at residues 12, 2 
and 27 may be Pro or hydroxy-Pro; 

<220> 

<221> SITE 
<222> (1) . . (33) 

<223> Xaa at residue 18 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo 
yr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 226 

Asp Cys Gin Gly Xaa Xaa Xaa Phe Cys lie Val Xaa Val Leu Gly Phe 
15 10 15 

Val Xaa Cys Cys Xaa Xaa Leu lie Cys Gly Xaa Phe Val Cys Val Asp 
20 25 30 

He 

<210> 227 
<211> 265 
<212> DNA 

<213> Conus pennaceus 
<220> 

<221> CDS 
<222> (1) . . (234) 

<400> 227 

atg aaa ctg acg tgc ctg atg ate att get gtg ctg ttc ttg ace gee 
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Met Lys Leu Thr Cys Leu Met He He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc atg get gat gac ccc aga gat gaa cog gag gca cgt 96 
Trp Thr Phe Val Met Ala Asp Asp Pro Arg Asp Glu Pro Glu Ala Arg 
20 25 30 

gac gaa atg aac ccc gca gcc tct aaa ttg aac gag aga ggc tgc ctt 144 
Asp Glu Met Asn Pro Ala Ala Ser Lys Leu Asn Glu Arg Gly Cys Leu 
35 40 45 

gaa gtt gat tat ttt tgc ggc ata ccg ttt gtg aac aac ggg eta tgc 192 
Glu Val Asp Tyr Phe Cys Gly He Pro Phe Val Asn Asn Gly Leu Cys 
50 55 60 

tgc agt ggc aat tgt gtt ttt gtc tgc aca ccc caa ggg aag 234 

Cys Ser Gly Asn Cys Val Phe Val Cys Thr Pro Gin Gly Lys 
65 70 75 

taaaactgct gtgatgtctt ctcttcccat c 265 

<210> 228 
<211> 78 
<212> PRT 

<213> Conus pennaceus 
<4G0> 228 

Met Lys Leu Thr Cys Leu Met He He Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Met Ala Asp Asp Pro Arg Asp Glu Pro Glu Ala Arg 
20 25 30 

Asp Glu Met Asn Pro Ala Ala Ser Lys Leu Asn Glu Arg Gly Cys Leu 
35 40 45 

Glu Val Asp Tyr Phe Cys Gly He Pro Phe Val Asn Asn Gly Leu Cys 
50 55 60 

Cys Ser Gly Asn Cys Val Phe Val Cys Thr Pro Gin Gly Lys 
65 70 75 

<210> 229 
<211> 31 
<212> PRT 

<213> Conus pennaceus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 4 may be Glu or gamma- carboxy-Glu; Xaa at residue 
7 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O-sulpho-Tyr 
or 0-phospho-Tyr; Xaa at residues 12 and 30 may be Pro or hydrox 
y-Pro 

<400> 229 

Gly Cys Leu Xaa Val Asp Xaa Phe Cys Gly He Xaa Phe Val Asn Asn 
15 10 15 

Gly Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr Xaa Gin 
20 25 30 

<210> 230 
<211> 428 
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120 



<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (122) . . (229) 

<400> 230 

ggtcgacatc atcatcatcg atccatctgt ccatccatct gtccatccat ccattcattc 

attcactgcc aaactgtcat aaatatttga gtctctcttt ctgtttttat ctgacagatt 

g aac gag aga gac tgc ctt aat gtt gat tat ttt tgc ggc ata ccg ttt 169 
Asn Glu Arg Asp Cys Leu Asn Val Asp Tyr Phe Cys Gly lie Pro Phe 
15 10 15 

gtg aac aac ggg eta tgc tgc agt ggc aat tgt gtt ttt gtc tgc aca 217 
Val Asn Asn Gly Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr 
20 25 30 

ccc caa ggg aag taaaactgcc gtgatgtctt ctcttcccct ctaqtaqtaa 269 
Pro Gin Gly Lys 
35 

taggcggccg ctctagagga tccaagctta cgtacgcgtg catgcgacgt catagctctt 32 9 

ctatagtgtc acctaaattc aattcactgg ccgtccgttt tacaacgtcg tgactgggaa 389 

aaccctggcg ttacccaact taatcgcctt gcagcacat 428 

<210> 231 
<211> 36 
<212> PRT 

<213> Conus marmoreus 
<400> 231 

Asn Glu Arg Asp Cys Leu Asn Val Asp Tyr Phe Cys Gly lie Pro Phe 
15 10 15 

Val Asn Asn Gly Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr 
20 25 30 

Pro Gin Gly Lys 
35 

<210> 232 
<211> 30 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residue 6 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residues 11 and 29 may b 
e Pro or hydroxy-Pro 

<400> 232 

Cys Leu Asn Val Asp Xaa Phe Cys Gly He Xaa Phe Val Asn Asn Gly 
15 10 15 

Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr Xaa Gin 
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<210> 233 

<211> 227 

<212> DNA 

<213> Conus marmoreus 



<220> 

<221> CDS 

<222> (105) . . (224) 



<400> 233 

tcgacatcat catcatcgat ccatctgtcc atccatccat tcattcattc gctgccaaac 

tgtcataaat atttgagtct ctctttctgt ttttatctga caga ttg gac aag aga 

Leu Asp Lys Arg 



gag tgc ctg gaa get gat tat tat tgc 
Glu Cys Leu Glu Ala Asp Tyr Tyr Cys 
5 10 

ggg atg tgc tgc agt ggc att tgt gtt 
Gly Met Cys Cys Ser Gly lie Cys Val 
25 

ttt aaa ace gtc tga 
Phe Lys Thr Val 
40 



gtc tta ccg ttt gtg ggc aac 164 
Val Leu Pro Phe Val Gly Asn 
15 20 

ttt gtc tgc ata gcc caa cgc 212 
Phe Val Cys lie Ala Gin Arg 
30 35 

227 



<210> 234 

<211> 40 

<212> PRT 

<213> Conus marmoreus 



<400> 234 

Leu Asp Lys Arg Glu Cys Leu Glu 
1 5 

Phe Val Gly Asn Gly Met Cys Cys 
20 

lie Ala Gin Arg Phe Lys Thr Val 
35 40 



Ala Asp Tyr Tyr Cys Val Leu Pro 
10 15 

Ser Gly He Cys Val Phe Val Cys 
25 30 



<210> 235 

<211> 36 

<212> PRT 

<213> Conu 



s marmoreus 



<220> 

<221> SITE 
<222> (1) . . (36) 

<223> Xaa at residues 1 and 4 may be Glu or gamma-carboxy-Glu; Xaa at r 
esidues 7 and 8 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr 
, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 12 may be Pro or 
hydroxy-Pro 

<400> 235 

Xaa Cys Leu Xaa Ala Asp Xaa Xaa Cys Val Leu Xaa Phe Val Gly Asn 
15 10 15 

Gly Met Cys Cys Ser Gly He Cys Val Phe Val Cys He Ala Gin Ara 
20 25 30 



Phe Lys Thr Val 
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35 



<210> 236 

<211> 525 

<212> DNA 

<213> Conus raarmoreus 



<220> 

<221> CDS 

<222> (131) . . (241) 



<400> 236 

gtaccggtcc ggaattcccg ggtcgacatc atcatcatcg atccatctgt ccatccatcc 60 

atccattcat tcattcgctg ccaaactgtc ataaacattt gagtctctct ttctgttttt 120 

atctgacaga ttg aac gag aga gac tgc ctt gaa cct gat tat gtt tgc 169 
Leu Asn Glu Arg Asp Cys Leu Glu Pro Asp Tyr Val Cys 
15 10 

ggc ata cog ttt gtg ttc aac ggg eta tgc tgc agt gga att tgt gtt 217 
Gly He Pro Phe Val Phe Asn Gly Leu Cys Cys Ser Gly He Cys Val 
15 20 25 

ttt ate tgc ata gcc caa aag tat taaaacgccg tgatgtcttc tattcccatc 271 
Phe He Cys He Ala Gin Lys Tyr 
30 35 



tagtagtagt aggcggccgc tctagaggat ccaagcttac gtacgcgtgc atgcgacgtc 331 

atagctcttc tatagtgtca cctaaattca attcactggc cgtcgtttta caacgtcgtg 391 

actgggaaaa ccctggcgtt acccaactta atcgccttgc agcacatccc cctttcgcca 451 

gctggcgtaa tagccgaaga ggcccgcacc gatcgccctt cccaacagtt gcgcagcctg 511 

aatggcgaat gggg 525 

<210> 237 

<211> 37 

<212> PRT 

<213> Conus marmoreus 



<400> 237 

Leu Asn Glu Arg Asp Cys Leu Glu 
1 5 

Phe Val Phe Asn Gly Leu Cys Cys 
20 

He Ala Gin Lys Tyr 
35 



Pro Asp Tyr Val Cys Gly He Pro 
10 15 

Ser Gly He Cys Val Phe He Cys 
25 30 



<210> 238 

<211> 33 

<212> PRT 

<213> Conus marmoreus 



<220> 
<221> SITE 



<222> (1) . . (33) 

<223> Xaa at residue 4 may be Glu or gamma-carboxy-Glu; Xaa at residues 
5 and 12 may be Pro or hydroxy-Pro; Xaa at residues 7 and 33 may 
be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O 
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-phospho-Tyr 
<400> 238 

Asp Cys Leu Xaa Xaa Asp Xaa Val Cys Gly lie Xaa Phe Val Phe Asn 
15 10 15 

Gly Leu Cys Cys Ser Gly lie Cys Val Phe lie Cys lie Ala Gin Lys 
20 25 30 

Xaa 

<210> 239 
<211> 537 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> CDS 

<222> (146) . . (247) 

<400> 239 

ggtacgcctg caggtaccgg tccggaattc ccgggtcgac atcatcatca tcatcgatcc 60 

atctgtccat ccatctattc attcattcgc tgtcaaactg taatacatat tagaatctct 120 

ctttctgttt gtatctgaca gattg gag aaa agg gcg tgc age aaa aaa tgg 172 
Glu Lys Arg Ala Cys Ser Lys Lys Trp 
1 5 

gaa tat tgt ata gta ccg ate ctt gga ttc gta tat tgc tgc cet ggc 220 
Glu Tyr Cys lie Val Pro lie Leu Gly Phe Val Tyr Cys Cys Pro Gly 
10 15 20 25 

tta ate tgt ggt cet ttc gtc tgc gtt tgatagtgat gtcttctcct 267 
Leu lie Cys Gly Pro Phe Val Cys Val 
30 

cccatetagt agtagtaggc ggccgctcta gaggatccaa gcttacgtac gcgtgcatgc 327 

gacgtcatag ctcttctata gtgtcaccta aattcaattc actggccgtc gttttacaac 387 

gtcgtgactg ggaaaacect ggcgttaecc aacttaatcg ecttgeagea catccceett 447 

tegecagctg gegtaataag cgaagaggcc cgcaccgatc gcccttccca acagttgcgc 507 

agcctgaatg gcgaaatggg acgcgccctg 537 

<210> 240 
<211> 34 
<212> PRT 

<213> Conus marmoreus 
<400> 240 

Glu Lys Arg Ala Cys Ser Lys Lys Trp Glu Tyr Cys lie Val Pro lie 
15 10 15 

Leu Gly Phe Val Tyr Cys Cys Pro Gly Leu lie Cys Gly Pro Phe Val 



<210> 241 
<211> 31 
<212> PRT 
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<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 6 may be Trp or bromo-Trp; Xaa at residue 7 may be 
Glu or gamma-carboxy-Glu; Xaa at residues 8 and 18 may be Tyr, 1 
25-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-T 
yr; Xaa at residues 12, 21 and 27 may be Pro or hydroxy-Pro 

<400> 241 

Ala Cys Ser Lys Lys Xaa Xaa Xaa Cys lie Val Xaa lie Leu Gly Phe 
15 10 15 

Val Xaa Cys Cys Xaa Gly Leu He Cys Gly Xaa Phe Val Cys Val 
20 25 30 

<210> 242 
<211> 552 
<212> DNA 
<213> Conus omaria 

<220> 

<221> CDS 

<222> (149) . . (271) 

<400> 242 

aaagccggta cgcctgcagg taccggtccg gaattcccgg gtcgacatca tcatcatcat 60 

cgatccatct gtccatccat ccattcattc attcactgcc aaactgtcat aaatatttga 120 

gtctctcttt ctgtttttat ctgacaga ttg aac gag aga gac tgc ctt aat 172 
Leu Asn Glu Arg Asp Cys Leu Asn 
1 5 

gtt gat tat ttt tgt ggc ata ccg ttt gtg aac aac ggg eta tgc tgc 220 
Val Asp Tyr Phe Cys Gly He Pro Phe Val Asn Asn Gly Leu Cys Cvs 
10 15 20 

agt ggc aat tgt gtt ttt tgt ctg cac acc cca agg gaa gta aaa ctg 2 68 

Ser Gly Asn Cys Val Phe Cys Leu His Thr Pro Arg Glu Val Lys Leu 
25 30 35 40 



ccaagcttac gtacgcgtgc atgcgacgtc atagctcttc tatagtgtca cctaaattca 381 

attcactggc cgtcgtttta caacgtcgtg actgggaaaa ccctggcgtt acccaactta 441 

atcgccttgc agcacatccc cctttcgcca gctggcgtaa tagcgaagag gcccgcaccg 501 

atcgcccttc ccaacagttg cgcagcctga atggcgaatg ggacgcgccc t 552 

<210> 243 

<211> 41 

<212> PRT 

<213> Conus omaria 

<400> 243 

Leu Asn Glu Arg Asp Cys Leu Asn Val Asp Tyr Phe Cys Gly He Pro 
15 10 15 
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Phe Val Asn Asn Gly Leu Cys Cys 
20 

His Thr Pro Arg Glu Val Lys Leu 
35 40 



Ser Gly Asn Cys Val Phe Cys Leu 
25 30 

Pro 



<210> 244 

<211> 37 

<212> PRT 

<213> Conus omaria 



<220> 

<221> SITE 
<222> (1) . . (37) 

<223> Xaa at residue 7 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residues 12, 31 and 37 m 
ay be Pro or hydroxy-Pro; Xaa at residue 33 may be Glu or gamma-c 
arboxy-Glu 



<400> 244 

Asp Cys Leu Asn Val Asp Xaa Phe 
1 5 

Gly Leu Cys Cys Ser Gly Asn Cys 
20 

Xaa Val Lys Leu Xaa 
35 



Cys Gly He Xaa Phe Val Asn Asn 
10 15 

Val Phe Cys Leu His Thr Xaa Arg 
25 30 



<210> 


245 




<211> 


212 




<212> 


DNA 




<213> 


Conus 


obscurus 


<220> 






<221> 


CDS 




<222> 


(86) . . 


. (181) 



<400> 245 

cgatccatct gtccatccat ccattcattc attcattgcc aaactgtaac aaatattcaa 60 

gtctctcttt ctgtttgtgt ctgac aga teg aaa egg tgc ctt gtt tac ggt 112 
Arg Ser Lys Arg Cys Leu Val Tyr Gly 

aca cct tgt gac tgg ctg acc att gcg ggt atg gag tgc tgc agt aaa 160 
Thr Pro Cys Asp Trp Leu Thr He Ala Gly Met Glu Cys Cys Ser Lys 
10 15 20 25 

aag tgc ttt atg atg tgc tgg taaaactgcc gtgatgtctt ctactcccct c 212 
Lys Cys Phe Met Met Cys Trp 
30 



<210> 246 

<211> 32 

<212> PRT 

<213> Conus obscurus 



<400> 246 



Arg Ser Lys Arg Cys Leu Val Tyr Gly Thr Pro Cys Asp Trp Leu Thr 
15 10 15 

He Ala Gly Met Glu Cys Cys Ser Lys Lys Cys Phe Met Met Cys Trp 
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<210> 247 

<211> 28 

<212> PRT 

<213> Conu 



s obscurus 



<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 7 may be Pro or 
hydroxy-Pro; Xaa at residues 10 and 28 may be Trp or bromo-Trp; X 
aa at residue 17 may be Glu or gamma-carboxy-Glu 

<400> 247 

Cys Leu Val Xaa Gly Thr Xaa Cys Asp Xaa Leu Thr He Ala Gly Met 
15 10 15 

Xaa Cys Cys Ser Lys Lys Cys Phe Met Met Cys Xaa 
20 25 



<210> 248 

<211> 139 

<212> DNA 

<213> Conus radiatus 



<220> 

<221> CDS 

<222> (2).. (109) 



<400> 248 

a ttg aac cag aga gac tgc cat gaa gtt ggt gaa ttt tgt ggc tta ccg 

Leu Asn Gin Arg Asp Cys His Glu Val Gly Glu Phe Cys Gly Leu Pro 

15 10 15 

tta ata aag aac ggg eta tgc tgc agt cag att tgt tta ggt gtc tgc 
Leu He Lys Asn Gly Leu Cys Cys Ser Gin He Cys Leu Gly Val Cvs 
20 25 30 

gca aaa gtg ttt taaaactgcc gtgatgtctt ctactcccat 
Ala Lys Val Phe 



<210> 249 

<211> 36 

<212> PRT 

<213> Conu 



s radiatus 



<400> 249 

Leu Asn Gin Arg Asp Cys His Glu Val Gly Glu Phe Cys Gly Leu Pro 



Leu He Lys Asn Gly Leu Cys Cys Ser Gin He Cys Leu Gly Val Cvs 
20 25 30 

Ala Lys Val Phe 



<210> 250 

<211> 32 

<212> PRT 

<213> Conus radiatus 



<220> 

<221> SITE 
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<222> (1) . . (32) 

<223> Xaa at residues 4 and 7 may be Glu or gainina-carboxy-Glu; X; 
esidue 12 may be Pro or hydroxy-Pro 

<400> 250 

Asp Cys His Xaa Val Gly Xaa Phe Cys Gly Leu Xaa Leu He Lys Asn 
15 10 15 

Gly Leu Cys Cys Ser Gin He Cys Leu Gly Val Cys Ala Lys Val Phe 
20 25 30 

<210> 251 
<211> 133 
<212> DNA 

<213> Conus radiatus 



<220> 

<221> CDS 

<222> (2) . . (100) 



<400> 251 

a tta gac aag aaa gag tgc act gcc aat ggt gaa ttt tgt ggc ata teg 
Leu Asp Lys Lys Glu Cys Thr Ala Asn Gly Glu Phe Cys Gly He Ser 
15 10 15 

gtc ttt gga age tac eta tge tgc agt ggc egg tgt gta ttc gtc tgc 
Val Phe Gly Ser Tyr Leu Cys Cys Ser Gly Arg Cys Val Phe Val Cys 
20 25 30 

ate tagttgaact gccgtgatgt cttetactcc ect 
He 



<210> 252 

<211> 33 

<212> PRT 

<213> Conus radiatus 



<400> 252 

Leu Asp Lys Lys Glu Cys Thr Ala 

1 5 

Val Phe Gly Ser Tyr Leu Cys Cys 
20 

He 



Asn Gly Glu Phe Cys Gly He Ser 
10 15 

Ser Gly Arg Cys Val Phe Val Cys 
25 30 



<211> 29 
<212> PRT 

<213> Conus radiatus 



<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 7 may be Glu or gamma- carboxy-Glu; Xaa at r 
esidue 17 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tvr 0-su 
Ipho-Tyr or 0-phospho-Tyr 

<400> 253 

Xaa Cys Thr Ala Asn Gly Xaa Phe Cys Gly He Ser Val Phe Gly Ser 



15 



Xaa Leu Cys Cys Ser Gly Arg Cys Val Phe Val Cvs He 
20 25 
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<210> 254 

<211> 133 

<212> DNA 

<213> Conus radiatus 



<220> 

<221> CDS 

<222> (2) . . (100) 



<400> 254 

a ttg gac aag aaa gag tgc act acc aat ggt gaa ttt tgt ggc ata tog 

Leu Asp Lys Lys Glu Cys Thr Thr Asn Gly Glu Phe Cys Gly He Ser 
15 10 15 

gtc ttt gca age ttc eta tgc tgc agt ggc ctg tgt gta ttc gtc tgc 
Val Phe Ala Ser Phe Leu Cys Cys Ser Gly Leu Cys Val Phe Val Cys 



<210> 255 

<211> 33 

<212> PRT 

<213> Conus radiatu 



<400> 255 

Leu Asp Lys Lys Glu Cys Thr Thr 
1 5 

Val Phe Ala Ser Phe Leu Cys Cys 
20 

He 



Asn Gly Glu Phe Cys Gly He Ser 
10 15 

Ser Gly Leu Cys Val Phe Val Cys 
25 30 



<210> 256 

<211> 29 

<212> PRT 

<213> Conus radiatu 



<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 7 may be Glu or gamma-carboxy-Glu . 
<400> 256 

Xaa Cys Thr Thr Asn Gly Xaa Phe Cys Gly He Ser Val Phe Ala Ser 
15 10 15 

Phe Leu Cys Cys Ser Gly Leu Cys Val Phe Val Cys He 
20 25 

<210> 257 
<211> 133 
<212> DNA 

<213> Conus radiatus 



<220> 

<221> CDS 

<222> (2).. (100) 



:400> 257 

. ttg gac aag aga aaa tgc ttt ccc aaa aat cat ttt tgt ggc ttt gtg 
Leu Asp Lys Arg Lys Cys Phe Pro Lys Asn His Phe Cys Gly Phe Val 
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gtg atg ctg aac tac eta tgc tgc agt ggc egg tgt ata ttc gtc tgc 
Val Met Leu Asn Tyr Leu Cys Cys Ser Gly Arg Cys He Phe Val Cys 



<210> 258 

<211> 33 

<212> PRT 

<213> Conus radiatus 



<400> 258 

Leu Asp Lys Arg Lys Cys Phe Pro 
1 5 

Val Met Leu Asn Tyr Leu Cys Cys 
20 

Val 



Lys Asn His Phe Cys Gly Phe Val 
10 15 

Ser Gly Arg Cys He Phe Val Cys 
25 30 



<210> 259 

<211> 29 

<212> PRT 

<213> Conus radiatus 



<220> 

<221> SITE 
<222> (1)..(29) 

<223> Xaa at residue 4 may be Pro or hydroxy-Pro ; Xaa at residue 17 may 
be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or O 
-phospho-Tyr 



<400> 259 

Lys Cys Phe Xaa Lys Asn His Phe 
1 5 

Xaa Leu Cys Cys Ser Gly Arg Cys 
20 



Cys Gly Phe Val Val Met Leu Asn 
10 15 

He Phe Val Cys Val 
25 



<210> 


260 


<211> 


130 


<212> 


DNA 


<213> 


Conus regi 


<220> 




<221> 


CDS 


<222> 


(1) . . (99) 



<400> 260 

ttg aac aag aga age tgc ctt cct eta 

Leu Asn Lys Arg Ser Cys Leu Pro Leu 
1 5 

ata att gga gcg ttt ctg tgc tgt agt 

He He Gly Ala Phe Leu Cys Cys Ser 
20 25 

atg taaaactgcc gtgatgtett eteeteceet 
Met 



gae tgg ttt tgt ggc ttc aat 48 
Asp Trp Phe Cys Gly Phe Asn 
10 15 

ggc tac tgc ctt gtc gtc tgc 96 
Gly Tyr Cys Leu Val Val Cys 
30 



130 



<210> 261 
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<211> 33 

<212> PRT 

<213> Conus regius 

<400> 261 

Leu Asn Lys Arg Ser Cys Leu Pro Leu Asp Trp Phe Cys Gly Phe Asn 
15 10 15 

lie lie Gly Ala Phe Leu Cys Cys Ser Gly Tyr Cys Leu Val Val Cys 



<210> 262 

<211> 29 

<212> PRT 

<213> Conus regius 

<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residue 4 may be Pro or hydroxy-Pro ; Xaa at residue 7 may 
be Trp or bromo-Trp; Xaa at residue 23 may be Tyr, 125-I-Tyr, men 
o-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 262 

Ser Cys Leu Xaa Leu Asp Xaa Phe Cys Gly Phe Asn lie lie Gly Ala 
15 10 15 

Phe Leu Cys Cys Ser Gly Xaa Cys Leu Val Val Cys Met 



<210> 


263 














<211> 


319 














<212> 


DNA 














<213> 


Conus delessertii 














<220> 
















<221> 


CDS 














<222> 


(1) . . (285) 














<400> 


263 














atg aaa 


ctg acg tgt ctg ctg 


ate gtt 


get 


gtg 


ctg gtc 


ttg 


gca 


Met Lys 


Leu Thr Cys Leu Leu 


lie Val 


Ala 


Val 


Leu Val 


Leu 


Ala 


1 


5 




10 








15 



tgt cag ttc ate gta get ggc gac teg agt gat ggc cag gag aat cct 
Cys Gin Phe lie Val Ala Gly Asp Ser Ser Asp Gly Gin Glu Asn Pro 
20 25 30 

get ctg agg tea cct age gat tec tct ggg aaa atg tea tea atg aag 
Ala Leu Arg Ser Pro Ser Asp Ser Ser Gly Lys Met Ser Ser Met Lys 
35 40 45 

cge tte cag aca egg ctg atg gtg ggg caa tct gca teg aaa aga cca 
Arg Phe Gin Thr Arg Leu Met Val Gly Gin Ser Ala Ser Lys Arg Pro 
50 55 60 

age aag agg gac tgc ate cec ggc ggc gaa aat tgt gat gta ttc cga 
Ser Lys Arg Asp Cys lie Pro Gly Gly Glu Asn Cys Asp Val Phe Arg 
65 70 75 80 

cca tac egg tge tgc agt gga tat tge ata eta etc ett tgc gca 
Pro Tyr Arg Cys Cys Ser Gly Tyr Cys lie Leu Leu Leu Cys Ala 
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tgataaagct gccttgatgt cttctcctcc cctc 319 

<210> 264 
<211> 95 
<212> PRT 

<213> Conus delessertii 
<400> 264 

Met Lys Leu Thr Cys Leu Leu He Val Ala Val Leu Val Leu Ala Ala 
15 10 15 

Cys Gin Phe He Val Ala Gly Asp Ser Ser Asp Gly Gin Glu Asn Pro 
20 25 30 

Ala Leu Arg Ser Pro Ser Asp Ser Ser Gly Lys Met Ser Ser Met Lys 
35 40 45 

Arg Phe Gin Thr Arg Leu Met Val Gly Gin Ser Ala Ser Lys Arg Pro 
50 55 60 

Ser Lys Arg Asp Cys lie Pro Gly Gly Glu Asn Cys Asp Val Phe Arg 
65 70 75 80 

Pro Tyr Arg Cys Cys Ser Gly Tyr Cys He Leu Leu Leu Cys Ala 
85 90 95 

<210> 265 
<211> 28 
<212> PRT 

<213> Conus delessertii 
<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residues 4 and 14 may be Pro or hydroxy-Pro ; Xaa at residu 
e 7 may be Glu or gamma-carboxy-Glu; Xaa at residues 15 and 21 ma 
y be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 
0-phospho-Tyr 

<400> 265 

Asp Cys He Xaa Gly Gly Xaa Asn Cys Asp Val Phe Arg Xaa Xaa Arg 
15 10 15 

Cys Cys Ser Gly Xaa Cys He Leu Leu Leu Cys Ala 
20 25 



<210> 


266 




<211> 


1009 




<212> 


DNA 




<213> 


Conus 


striatus 


<220> 






<221> 


CDS 




<222> 


(147) 


. . (233) 


<220> 






<221> 


misc 


feature 


<222> 


(1) . . 


(1009) 


<223> 




ba any nucleotide 



<400> 266 

gctggttcgc ctgcaggtac cggtccggaa ttcccgggtc gacatcatca tcatcgatcc 60 
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atctgtccat ccatctattc attcattcat tcgctgccaa actgtattaa atattcaagt 120 

ctctctttct gtttgtgtct aacaga ttg aga tgg tgc att cct agt ggt gaa 173 
Leu Arg Trp Cys lie Pro Ser Gly Glu 
1 5 

ctt tgt ttc cgc teg gat cac ata gga tgc tgc agt ggc aag tgc gca 221 
Leu Cys Phe Arg Ser Asp His lie Gly Cys Cys Ser Gly Lys Cys Ala 
10 15 20 25 

ttc gtc tgc ttg taaaactgcc gtgatgtctt ctcctcccat ctagtagtag 273 
Phe Val Cys Leu 

taggcggccg ctctagagga tccaagctta cgtacgcgtg catgcgacgt catagctctt 333 

ctatagtgtc acctaaattc aattcactgg ccgtcgtttt acaacgtcgt gactgggaaa 393 

accctggcgt tacccaactt aatcgccttg cagcacatcc ccctttcgcc agctggcgta 453 

atagcgaaga ggcccgcacc gatcgccctt cccaacagtt tgcgcagcct gaatggcgaa 513 

tgggacgcgc cctgtagcgg cgcattaaac cgcggcgggt gtgggtgggt tacgcccacg 573 

tgacccgcta cacttgccag cgccctancg ccccgctcct ttcgctttct ttcccttcct 633 

ttctcgncac gtttcggccg nttttccccg tcaagctctt aaatcggggg gcttcccttt 693 

aagggttncc gaattantgc tttaccggna cccttgaccc ccaaaaaaac ttggantaag 753 

gggngatggn tcncgtaant gggggccatc ncccctgaan agaacggttt ttcncccctt 813 

ttgacngttg ggngttccnc ggtttttaaa aaangggacc ttttntttcc aaaactggga 873 

ananacctaa accctatttt tggggctatt tttttgantt tnaaanggga ttttgcccca 933 

ttttnggccc tnttggggta aaaaaaagag ccggttttaa aaaaaatttt accccaaatt 993 

ttaacaaaaa tttttt 1009 

<210> 267 
<211> 29 
<212> PRT 

<213> Conus striatus 
<400> 267 

Leu Arg Trp Cys lie Pro Ser Gly Glu Leu Cys Phe Arg Ser Asp His 
15 10 15 

lie Gly Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 258 
<211> 29 
<212> PRT 

<213> Conus striatus 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues may be Trp or bromo-Trp; Xaa at residue 6 may be 
Pro or hydroxy-Pro; Xaa at residue 9 may be Glu or gamma-carboxy 
-Glu 
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Leu Arg Xaa Cys He Xaa Ser Gly Xaa Leu Cys Phe Arg Ser Asp His 
15 10 15 

He Gly Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 269 
<211> 90 
<212> DNA 

<213> Conus striatus 
<220> 

<221> CDS 
<222> (1) . . (87) 

<400> 269 

ttg aga tgg tgc att cct agt ggt gat ctt tgt ttc cgc teg gat cac 4 8 

Leu Arg Trp Cys He Pro Ser Gly Asp Leu Cys Phe Arg Ser Asp His 
15 10 15 

ata gga tgc tgc agt ggc aag tgc gca ttc gtc tgc ttg taa go 
He Gly Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 270 
<211> 29 
<212> PRT 

<213> Conus striatus 
<400> 270 

Leu Arg Trp Cys He Pro Ser Gly Asp Leu Cys Phe Arg Ser Asp His 
15 10 15 

He Gly Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 271 
<211> 27 
<212> PRT 

<213> Conus striatus 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 4 may be 
Pro or hydroxy-Pro 

<400> 271 

Xaa Cys He Xaa Ser Gly Asp Leu Cys Phe Arg Ser Asp His He Gly 
15 10 15 

Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 272 
<211> 90 
<212> DNA 

<213> Conus striatus 
<220> 

<221> CDS 
<222> (1}..(87) 
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<400> 272 

ttg aga tgg tgc att cct agt ggt gat ctt tgt ttc cgc teg gat cac 
Leu Arg Trp Cys lie Pro Ser Gly Asp Leu Cys Phe Arg Ser Asp His 



ata caa tgc tgc agt ggc aag tgc gca ttc gtc tgc ttg taa 
lie Gin Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 273 
<211> 29 
<212> PRT 

<213> Conus striatus 
<400> 273 

Leu Arg Trp Cys lie Pro Ser Gly Asp Leu Cys Phe Arg Ser Asp His 
15 10 15 

lie Gin Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 



<210> 


274 


<211> 


27 


<212> 


PRT 


<213> 


Conus striatus 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 


<223> 


Xaa at residuel 



Pro or hydroxy-Pro 
<400> 274 

Xaa Cys lie Xaa Ser Gly Asp Leu Cys Phe Arg Ser Asp His lie Gin 
15 10 15 

Cys Cys Ser Gly Lys Cys Ala Phe Val Cys Leu 



<210> 


275 


<211> 


206 


<212> 


DNA 


<213> 


Conus obscurus 


<220> 




<221> 


CDS 


<222> 


(77) . . (175) 


<400> 


275 


cgatccatct gtccatccat 



:cagtc attcgctgcc aaactgtaac aaatattcaa 

gtcttgcttt ctgttt gtg tct gac aga ttg aga tgg tgc gtt cct age ggt 
Val Ser Asp Arg Leu Arg Trp Cys Val Pro Ser Gly 
15 10 

gaa gtt tgt cgc cgc tat gaa ttc gtg gga tgc tgc agt ggc aag tgc 
Glu Val Cys Arg Arg Tyr Glu Phe Val Gly Cys Cys Ser Gly Lys Cys 
15 20 25 

ttc ttc gtc tgc teg taaaactgtt gtgatgtctt ctcctcccct c 
Phe Phe Val Cys Ser 



<210> 276 
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<211> 33 
<212> PRT 

<213> Conus obscurus 
<400> 276 

Val Ser Asp Arg Leu Arg Trp Cys Val Pro Ser Gly Glu Val Cys Arg 
15 10 15 

Arg Tyr Glu Phe Val Gly Cys Cys Ser Gly Lys Cys Phe Phe Val Cys 



<210> 277 
<211> 29 
<212> PRT 

<213> Conus obscurus 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residue 3 may be Trp or bromo-Trp; Xaa at residue 6 may be 
Pro or hydroxy-Pro; Xaa at residues 9 and 15 may be Glu or gamma 
-carboxy-Glu; Xaa at residue 14 may be Tyr, 125-I-Tyr, mono-iodo- 
Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<4Q0> 277 

Leu Arg Xaa Cys Val Xaa Ser Gly Xaa Val Cys Arg Arg Xaa Xaa Phe 
15 10 15 

Val Gly Cys Cys Ser Gly Lys Cys Phe Phe Val Cys Ser 
20 25 

<210> 278 
<211> 259 
<212> DNA 

<213> Conus radiatus 
<220> 

<221> CDS 

<222> (22) . . (117) 

<400> 278 

ctctctctct ctctgctgga c agg teg act cgc tgc ttg cct gac gga acg 51 

Arg Ser Thr Arg Cys Leu Pro Asp Gly Thr 
1 5 10 

tct tgc ctt ttt agt agg ate aga tgc tgc ggt act tgc agt tea ate 99 
Ser Cys Leu Phe Ser Arg lie Arg Cys Cys Gly Thr Cys Ser Ser lie 
15 20 25 

tta aag tea tgt gtg age tgatccggcg gttgatcttc ctccctctgt 147 
Leu Lys Ser Cys Val Ser 
30 

gctccatcct tttctgcctg agtcctcctt acctgagagt ggtcatgaac cactcatcac 207 

ctactcctct ggaggcttca gaggagctac attgaaataa aagccgcatt go 259 

<210> 279 

<211> 32 

<212> PRT 

<213> Conus radiatus 
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<400> 279 

Arg Ser Thr Arg Cys Leu Pro Asp 
1 5 

lie Arg Cys Cys Gly Thr Cys Ser 
20 

<210> 280 
<211> 28 
<212> PRT 

<213> Conus radiatus 



Gly Thr Ser Cys Leu Phe Ser Arg 
10 15 

Ser lie Leu Lys Ser Cys Val Ser 
25 30 



<220> 

<221> SITE 

<222> (1) . . (28) 

<223> Xaa at residue 3 may be 

<400> 280 

Cys Leu Xaa Asp Gly Thr Ser Cys 
1 5 

Gly Thr Cys Ser Ser He Leu Lys 
20 



Pro or hydroxy-Pro. 



Leu Phe Ser Arg lie Arg Cys Cys 
10 15 

Ser Cys Val Ser 
25 



<210> 


281 


<211> 


478 


<212> 


DNA 


<213> 


Conus geographus 


<220> 




<221> 


CDS 


<222> 


(73) . . (318) 



<400> 281 

ggatcttgca cggtgaattt cgcttcatat ttttctactg tcgtctttgg catcatccaa 

aacatcacca ag atg aaa ctg acg tgc atg atg ate gtt get gtg ctg ttc 
Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe 
15 10 

ttg acc gcc tgg aca ttc gtc acg get gtg cct cac tec age gat gta 
Leu Thr Ala Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Val 



ttg gag aat ctt tat ctg aag gca ctt cac gaa acg gaa aac cac gaa 
Leu Glu Asn Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu 
30 35 40 45 

gcc tct aaa ttg aac gtg aga gac gac gag tgc gaa ect cet gga gat 
Ala Ser Lys Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp 
50 55 60 

ttt tgt ggc ttt ttt aaa att ggg ccg cct tgc tgc agt ggc tgg tgc 
Phe Cys Gly Phe Phe Lys lie Gly Pro Pro Cys Cys Ser Gly Trp Cys 
65 70 75 

ttc etc tgg tgc gcc taaaactgcc gtgatgtctt ctattccect etgtgetacc 
Phe Leu Trp Cys Ala 
80 

tggettgatc tttgattggc gcgtgccctt cagtggttat gaacccccct gagcegacte 
tetgggggee tegggggttc aaeatecaaa taaagcgaca aeaeaatcae aagtaaaaaa 
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<210> 282 
<211> 82 
<212> PRT 

<213> Conus geographus 
<400> 282 

Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Pro His Ser Ser Asp Val Leu Glu Asn 
20 25 30 

Leu Tyr Leu Lys Ala Leu His Glu Thr Glu Asn His Glu Ala Ser Lys 
35 40 45 

Leu Asn Val Arg Asp Asp Glu Cys Glu Pro Pro Gly Asp Phe Cys Glv 
50 55 60 

Phe Phe Lys He Gly Pro Pro Cys Cys Ser Gly Trp Cys Phe Leu Trp 
65 70 75 80 

Cys Ala 



<210> 283 

<211> 30 

<212> PRT 

<213> Conus geographus 



<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 3and 5 may be Glu or gamma-carboxy-Glu; Xaa at re 
sidues 6, 7, 18 and 19 may be Pro or hydroxy-Pro; Xaa at residues 
24 and 28 may be Trp or bromo-Trp 

<400> 283 

Asp Asp Xaa Cys Xaa Xaa Xaa Gly Asp Phe Cys Gly Phe Phe Lys He 
15 10 15 

Gly Xaa Xaa Cys Cys Ser Gly Xaa Cys Phe Leu Xaa Cys Ala 
20 25 30 

284 
318 
DNA 

Conus textile 



<210> 
<211> 
<212> 
<213> 



<220> 

<221> CDS 

<222> (3) . . (164) 



<220> 

<221> misc_feature 

<222> (1) . . (318) 

<223> n may be any nucleotide 

<400> 284 

go tgc agg teg act eta gag gcg ttg gag aat ctt tat ctg aag gca 

Cys Arg Ser Thr Leu Glu Ala Leu Glu Asn Leu Tyr Leu Lys Ala 
15 10 15 

cat cat gaa atg aac aac ccc gaa gac tct gaa ttg aac aag agg tgc 
His His Glu Met Asn Asn Pro Glu Asp Ser Glu Leu Asn Lys Arg Cys 
20 25 30 
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tat gat agt ggg aca agt tgt aac act gga aac caa tgc tgc agt ggc 
Tyr Asp Ser Gly Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser Gly 
35 40 45 

tgg tgc att ttc gtc tgc etc taaaactgcc gtgatgtctt ctactcccct 
Trp Cys lie Phe Val Cys Leu 



ctgtgctacc tacctggctt gatctttgat tggcgcgtgc ccttcactgg ttatgaacce 254 
ctctgatccg actctctggg ggcctcgggg atccaacatc aaaatanagc gacagcacaa 314 
tcac 

<210> 285 
<211> 54 
<212> PRT 

<213> Conus textile 



<400> 285 

Cys Arg Ser Thr Leu Glu Ala Leu Glu Asn Leu Tyr Leu Lys Ala His 
15 10 15 

His Glu Met Asn Asn Pro Glu Asp Ser Glu Leu Asn Lys Arcr Cvs Tvr 
20 25 30 

Asp Ser Gly Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser Gly Trp 
35 40 45 

Cys lie Phe Val Cys Leu 
50 



<210> 286 

<211> 24 

<212> PRT 

<213> Conus textile 



<220> 

<221> SITE 
<222> (1) . . (24) 

<223> Xaa at residue 2 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 18 may be Trp or 
broitio-Trp 

<400> 285 

Cys Xaa Asp Ser Gly Thr Ser Cys Asn Thr Gly Asn Gin Cys Cys Ser 
15 10 15 

Gly Xaa Cys lie Phe Val Cys Leu 
20 



<210> 


287 


<211> 


480 


<212> 


DNA 


<213> 


Conus quercinus 


<220> 




<221> 


CDS 


<222> 


(52) . . (333) 


<400> 


287 



gcttcgtatt tctccgctgt cttccttggc atcacccaaa acatcaccaa g atg aaa 

Met Lys 

1 



I 



ctg acg tgc atg atg ate gtt get ctg ctg ttc ttg acc gcc tgg aca 105 
Leu Thr Cys Met Met He Val Ala Leu Leu Phe Leu Thr Ala Trp Thr 
5 10 15 

ttc gtc acg get gtt gac tec aaa aat gaa ctg gag aac aga gga gga 153 
Phe Val Thr Ala Val Asp Ser Lys Asn Glu Leu Glu Asn Arg Gly Gly 
20 25 30 

tgg ggg cag gca gga gga tgg ggg aaa ctt ttt ceg atg gca cgc gac 201 
Trp Gly Gin Ala Gly Gly Trp Gly Lys Leu Phe Pro Met Ala Arg Asp 
35 40 45 50 

gaa atg aaa aac age gaa gtc tot aaa ttg gac aat aag aga aag tgc 24 9 

Glu Met Lys Asn Ser Glu Val Ser Lys Leu Asp Asn Lys Arg Lys Cys 
55 60 65 

get gca gee ggt gaa get tgc gta ata cct ate att gga aac gta ttt 2 97 

Ala Ala Ala Gly Glu Ala Cys Val He Pro He He Gly Asn Val Phe 
70 75 80 

tgc tgc aaa ggc tac tgt ctt ttc gtc tgc att agt taaactgctg 343 
Cys Cys Lys Gly Tyr Cys Leu Phe Val Cys He Ser 
85 90 

tgatgccttc tactcaccte tgtgctacct ggcttgatet ttgattggeg tgtgcccttc 403 

actggttatg agctcgtctg atcctactct ctggagacct ctgtggtcca acatccaaat 4 63 

aaagcggcat cccaatg ^qq 

<210> 288 
<211> 94 
<212> PRT 

<213> Conus quercinus 
<400> 288 

Met Lys Leu Thr Cys Met Met He Val Ala Leu Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Val Asp Ser Lys Asn Glu Leu Glu Asn Arg 
20 25 30 

Gly Gly Trp Gly Gin Ala Gly Gly Trp Gly Lys Leu Phe Pro Met Ala 
35 40 45 

Arg Asp Glu Met Lys Asn Ser Glu Val Ser Lys Leu Asp Asn Lys Arg 
50 55 60 

Lys Cys Ala Ala Ala Gly Glu Ala Cys Val He Pro He He Gly Asn 
65 70 75 80 

Val Phe Cys Cys Lys Gly Tyr Cys Leu Phe Val Cys He Ser 
85 90 



<210> 


289 


<211> 


29 


<212> 


PRT 


<213> 




<220> 




<221> 


SITE 


<222> 


(1) . . 


<223> 


Xaa -c 



.j-^Lic u may ^j_u or gamma-carPoxy-Glu ; Xaa at residue 
11 may be Pro or hydroxy-Pro; Xaa at residue 22 may be Tyr, 125-1 
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-Tyr, mono-iodo-Tyr, di-iodo-Tyr , 0-sulpho-Tyr or 0-phospho-Tyr 
<400> 289 

Cys Ala Ala Ala Gly Xaa Ala Cys Val He Xaa He He Gly Asn Val 
15 10 15 

Phe Cys Cys Lys Gly Xaa Cys Leu Phe Val Cys He Ser 
20 25 

<210> 290 
<211> 410 
<212> DNA 

<213> Conus leopardus 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 290 

atg aaa ctg acg tgc gtg gtg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg ata ttc ate acg get gat gac tec aca aat gga ctg gag aat egt 96 
Trp He Phe He Thr Ala Asp Asp Ser Thr Asn Gly Leu Glu Asn Arq 
20 25 30 

ttt agg aag gca cgt gac aac atg aag aac gee aaa gcc tct aea tta 144 
Phe Arg Lys Ala Arg Asp Asn Met Lys Asn Ala Lys Ala Ser Thr Leu 
35 40 45 

gcc gag aag aaa gcg tgt gtt gaa ett ggt gag att tgt gee aea gge 192 
Ala Glu Lys Lys Ala Cys Val Glu Leu Gly Glu He Cys Ala Thr Glv 
50 55 60 

ttc tte eta gac gag gaa tgc tgc act ggt tea tgc eat gte ttc tgc 240 
Phe Phe Leu Asp Glu Glu Cys Cys Thr Gly Ser Cys His Val Phe Cvs 
65 70 75 80 

gta eta tagttaaact gctgtgatgt ettettetct cetcegtgct aeetggcttg 296 
Val Leu 

atctttgatt ggtgcctgtc cttcagtggt tgtgaaacce tetgatccta ctctetggac 356 

gcctctgagg cccaacatcc aaataaagcg acatcctaat gceaaaaaaa aaaa 410 

<210> 291 
<211> 82 
<212> PRT 

<213> Conus leopardus 
<400> 291 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp He Phe He Thr Ala Asp Asp Ser Thr Asn Gly Leu Glu Asn Arq 
20 25 30 

Phe Arg Lys Ala Arg Asp Asn Met Lys Asn Ala Lys Ala Ser Thr Leu 
35 40 45 

Ala Glu Lys Lys Ala Cys Val Glu Leu Gly Glu He Cys Ala Thr Gly 
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<210> 292 

<211> 30 

<212> PRT 

<213> Conus leopardus 
<220> 

<221> SITE 

<222> (1) . . (30) 

<223> Xaa at residues 4, 7, 17 and 18 may be Glu or gamma-carboxy-Gli 



<400> 292 

Ala Cys Val Xaa Leu Gly Xaa lie 
1 5 

Xaa Xaa Cys Cys Thr Gly Ser Cys 
20 

<210> 293 
<211> 336 
<212> DMA 

<213> Conus marmoreus 



Cys Ala Thr Gly Phe Phe Leu Asp 
10 15 

His Val Phe Cys Val Leu 
25 30 



<220> 

<221> CDS 

<222> (1) . . (231) 



<400> 293 

atg aaa ctg acg tgc gtg gtg ate gtt get gtg ctg ttc ttg acc gcc 48 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg gag aat ctt 96 
Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

ttt teg aag gea eat eae gaa atg aag aac cec gaa gcc tct aaa ttq 144 
Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag agg tgc cct aac act ggt gaa tta tgt gat gtg gtt gaa caa 192 
Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val Glu Gin 
50 55 60 

aac tgc tgc tat acc tat tgc ttt att gta gtc tgc eta taaaactacc 241 
Asn Cys Cys Tyr Thr Tyr Cys Phe He Val Val Cys Leu 
65 70 75 

gtgatgtett ctactcccct ctgtgetgec tggcttgate tttgattggc gegtgccctt 301 

cactggttat gacccccctg atccgacctc tgggg 33g 

<210> 294 

<211> 77 

<212> PRT 

<213> Conus 



<400> 294 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
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Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val Glu Gin 
50 55 60 

Asn Cys Cys Tyr Thr Tyr Cys Phe He Val Val Cys Leu 
65 70 75 

<210> 295 
<211> 26 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 2 may be Pro or hydroxy-Pro; Xaa at residues 6 and 
12 may be Glu or gamma-carboxy-Glu; Xaa at residues 17 and 19 ma 
y be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O-sulpho-Tyr or 
0-phospho-Tyr 

<400> 295 

Cys Xaa Asn Thr Gly Xaa Leu Cys Asp Val Val Xaa Gin Asn Cvs Cvs 
1 5 10 ' 

Xaa Thr Xaa Cys Phe He Val Val Cys Leu 
20 25 

<210> 296 
<211> 402 
<212> DNA 

<213> Conus quercinus 
<220> 

<221> CDS 

<222> (7) . . (240) 

<400> 296 

ggatcc atg aaa ctg acg tgt atg gtg ate gtt get gtg eta ttc ttg 48 
Met Lys Leu Thr Cys Met Val He Val Ala Val Leu Phe Leu 
15 10 

acc gcc teg get gat gae tec aga aat gga tte gag aat cga aat gga 96 
Thr Ala Ser Ala Asp Asp Ser Arg Asn Gly Phe Glu Asn Arg Asn Glv 
15 20 25 30 

gaa cga aac gaa aac gaa atg aag aac etc gaa gee tet aaa ttg aae 144 
Glu Arg Asn Glu Asn Glu Met Lys Asn Leu Glu Ala Ser Lys Leu Asn 
35 40 45 

agg aga gae ggc gat tge gtt gat ggt ggt gaa ttt tgt ggc ttt ceg 192 
Arg Arg Asp Gly Asp Cys Val Asp Gly Gly Glu Phe Cys Gly Phe Pro 
50 55 60 

aaa att gga ggg cea tgc tgt agt ggc tgg tge ttt tte gtc tge tta 240 
Lys He Gly Gly Pro Cys Cys Ser Gly Trp Cys Phe Phe Val Cys Leu 
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taaaactgcc atgatgtctt ctacccccct ctgtgctacc tgacttgatc tttgattggc 300 

gtgtgccctt cactggttat gaacccctct gatccgactc tctggaggcc tcgggggtcc 360 

aacatccaaa taaagcgaca gcaaaaaaaa aaaaaaaaaa aa 402 

<210> 297 
<211> 78 
<212> PRT 

<213> Conus quercinus 
<400> 297 

Met Lys Leu Thr Cys Met Val lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Ser Ala Asp Asp Ser Arg Asn Gly Phe Glu Asn Arg Asn Gly Glu Ara 
20 25 30 

Asn Glu Asn Glu Met Lys Asn Leu Glu Ala Ser Lys Leu Asn Arg Arg 
35 40 45 

Asp Gly Asp Cys Val Asp Gly Gly Glu Phe Cys Gly Phe Pro Lys He 
50 55 60 

Gly Gly Pro Cys Cys Ser Gly Trp Cys Phe Phe Val Cys Leu 
65 70 75 

<210> 298 

<211> 30 

<212> PRT 

<213> Conus quercinus 



<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residue 9 may be Glu or gamma -carboxy-Glu; Xaa at residues 
14 and 19may be Pro or hydroxy-Pro; Xaa at residue 24 may be Trp 
or bromo-Trp 

<400> 298 

Asp Gly Asp Cys Val Asp Gly Gly Xaa Phe Cys Gly Phe Xaa Lys He 
15 10 15 

Gly Gly Xaa Cys Cys Ser Gly Xaa Cys Phe Phe Val Cys Leu 
20 25 30 

<210> 299 
<211> 274 
<212> DNA 

<213> Conus quercinus 



<220> 

<221> CDS 

<222> (7) . . (216) 



<220> 

<221> misc_feature 

<222> (1) . . (274) 

<223> n may be any nucleotide 



<400> 299 



ggatcc atg aaa ctg acg tgc gtg gtg ate gtt get gtg eta ttc ttq 
Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu 



Ill 



acG gcc ttg get gat gac tec aga aat gga ttg gag aat cga aat gaa 96 
Thr Ala Leu Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Arg Asn Glu 
15 20 25 30 

caa gaa cga aac gaa aac gaa atg agg gac cgc egg gac tgc caa gat 144 
Gin Glu Arg Asn Glu Asn Glu Met Arg Asp Arg Arg Asp Cys Gin Asp 
35 40 45 

agt ggt gta gtt tgt ggc ttt ccg aaa ect gaa cca cac tgc tgc agt 192 
Ser Gly Val Val Cys Gly Phe Pro Lys Pro Glu Pro His Cys Cys Ser 
50 55 60 

ggc tgg tgc ctt ttc gtc tgc gcc taaaactgcc gtgatgtcaa ataaagcgac 24 6 

Gly Trp Cys Leu Phe Val Cys Ala 
65 70 

agacaatnaa aaaaaaaaaa aaaaaaaa 274 

<210> 300 
<211> 70 
<212> PRT 

<213> Conus quercinus 
<400> 300 

Met Lys Leu Thr Cys Val Val lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Leu Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Arg Asn Glu Gin Glu 
20 25 30 

Arg Asn Glu Asn Glu Met Arg Asp Arg Arg Asp Cys Gin Asp Ser Gly 
35 40 45 

Val Val Cys Gly Phe Pro Lys Pro Glu Pro His Cys Cys Ser Gly Trp 
50 55 60 

Cys Leu Phe Val Cys Ala 
65 70 

<210> 301 
<211> 28 
<212> PRT 

<213> Conus quercinus 
<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residues 12, 14 and 16 may be Pro or hydroxy-Pro; Xaa at r 
esiduelS may be Glu or gamma-carboxy-Glu; Xaa at residue 22 may b 
e Trp or bromo-Trp 

<400> 301 

Asp Cys Gin Asp Ser Gly Val Val Cys Gly Phe Xaa Lys Xaa Xaa Xaa 
15 10 15 

His Cys Cys Ser Gly Xaa Cys Leu Phe Val Cys Ala 
20 25 

<210> 302 
<211> 340 
<212> DNA 

<213> Conus arenatus 



<220> 
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<221> CDS 

<222> (7) . . (246) 

<220> 

<221> misc_f eature 

<222> (1) . . (340) 

<223> n may be any nucleotide 

<400> 302 

ggatcc atg aaa ctg acg tgt gtg gtg ate gtt get gtg ctg ttc ttg 
Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu 
1 5 10 

acc gcc tgg aca ttc gtc acg get gac tec ata cgt gca ctg gag gat 
Thr Ala Trp Thr Phe Val Thr Ala Asp Ser He Arg Ala Leu Glu Asp 
15 20 25 30 

ttt ttt geg aag gca cgt gac gaa atg gaa aac age gga get tct cca 
Phe Phe Ala Lys Ala Arg Asp Glu Met Glu Asn Ser Gly Ala Ser Pro 
35 40 45 

ttg aac gag aga gac tgc cga cct gta ggt caa tat tgt ggc ata ccg 
Leu Asn Glu Arg Asp Cys Arg Pro Val Gly Gin Tyr Cys Gly He Pro 
50 55 60 

tat aag cac aac tgg cga tgc tgc agt cag ctt tgt gca att ate tgt 
Tyr Lys His Asn Trp Arg Cys Cys Ser Gin Leu Cys Ala He He Cvs 
65 70 75 

gtt tee taaccectet gatcctacte tctgaagaee tccgggattc aacatccaaa 
Val Ser 



taaagcgaca tcccgatnaa aaaaaangaa aaaaaaaaaa aaaa 

<210> 303 
<211> 80 
<212> PRT 

<213> Conus arenatus 
<400> 303 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu. Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Ser He Arg Ala Leu Glu Asp Phe Phe 
20 25 30 

Ala Lys Ala Arg Asp Glu Met Glu Asn Ser Gly Ala Ser Pro Leu Asn 
35 40 45 

Glu Arg Asp Cys Arg Pro Val Gly Gin Tyr Cys Gly He Pro Tyr Lvs 
50 55 60 

His Asn Trp Arg Cys Cys Ser Gin Leu Cys Ala He He Cys Val Ser 
65 70 75 80 

<210> 304 

<211> 30 

<212> PRT 

<213> Conus arenatus 
<220> 

<221> SITE 

<222> (1) . . (30) 
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Xaa at residu 



<223> Xaa at residues 4 and 12 may be Pro or hydroxy-Pro; du res 

es 8 and 13 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr o- 
sulpho-Tyr or O-phospho-Tyr ; Xaa at residue 17 may be Trp or brom 
o-Trp 



<400> 304 

Asp Cys Arg Xaa Val Gly Gin Xaa Cys Gly lie Xaa Xaa Lys His Asn 
15 10 15 

Xaa Arg Cys Cys Ser Gin Leu Cys Ala lie lie Cys Val Ser 
20 25 30 

<210> 305 
<211> 281 
<212> DNA 

<213> Conus arenatus 



<220> 

<221> CDS 

<222> (7) . . (234) 



<400> 305 

ggatcc atg aaa ctg acg tgt gtg gtg ate gtt gtt gtg ctg ttc ttg 
Met Lys Leu Thr Cys Val Val He Val Val Val Leu Phe Leu 
1 5 10 



acc gcG tgg 
Thr Ala Trp 
15 

aat ctt ttt 
Asn Leu Phe 



aaa ttg aac 
Lys Leu Asn 



get gga aac 
Ala Gly Asn 
65 



aca ttc gtc 
Thr Phe Val 
20 

cog aag gca 
Pro Lys Ala 

35 

gag agg tgc 
Glu Arg Cys 
50 

tgc tgt agt 
Cys Cys Ser 



aag get gat 
Lys Ala Asp 



cgt cac gaa 
Arg His Glu 



ctt gaa aag 
Leu Glu Lys 
55 

ggc gaa tgc 
Gly Glu Cys 
70 



gac tec ata 
Asp Ser He 
25 

atg aag aac 
Met Lys Asn 
40 

ggt gta ctt 
Gly Val Leu 



gtt tta gtc 
Val Leu Val 



aat gga ttg 
Asn Gly Leu 



ccc gaa gee 
Pro Glu Ala 
45 

tgt gat ccg 
Cys Asp Pro 
60 

tgc etc 
Cys Leu 
75 



gag 96 

Glu 

30 

tct 144 
Ser 



agt 192 
Ser 



234 



taaaactacc gtgatgtctt ctactcccat ctgtgctacc cctcgag 



<210> 306 

<211> 76 

<212> PRT 

<213> Conus arenatus 



<400> 306 

Met Lys Leu Thr Cys Val Val He Val Val Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Lys Ala Asp Asp Ser He Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Glu Arg Cys Leu Glu Lys Gly Val Leu Cys Asp Pro Ser Ala Glv 
50 55 60 



Asn Cys Cys Ser Gly Glu Cys Val Leu Val Cys Leu 
65 70 75 
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<210> 307 

<211> 25 

<212> PRT 

<213> Conus arenatus 
<220> 

<221> SITE 

<222> (1)..(25) 

<223> Xaa at residues 3 and 19 may be Glu or gairana-carboxy-Glu 
residue 10 may be Pro or hydroxy-Pro 

<400> 307 

Cys Leu Xaa Lys Gly Val Leu Cys Asp Xaa Ser Ala Gly Asn Cys Cys 
15 10 15 

Ser Gly Xaa Cys Val Leu Val Cys Leu 
20 25 

<210> 308 
<211> 287 
<212> DNA 

<213> Conus arenatus 

<220> 

<221> CDS 

<222> (7) . . (240) 

<400> 308 

ggatcG atg aaa ctg acg tgc atg gtg ate gtt act gtg ttg ttc ttg 
Met Lys Leu Thr Cys Met Val He Val Thr Val Leu Phe Leu 
1 5 10 



acc gcc tgg aca ttc gtc acg get 
Thr Ala Trp Thr Phe Val Thr Ala 
15 20 



gat gac tec aga aat gaa ttg gag 
Asp Asp Ser Arg Asn Glu Leu Glu 
25 30 



aat ctt ttt ctg aag gca tat cac gaa atg aac tec gaa gee tct aaa 
Asn Leu Phe Leu Lys Ala Tyr His Glu Met Asn Ser Glu Ala Ser Lys 
35 40 45 

ttg gac aag aaa gag tgc gtt get ggt agt cac ttt tgt ggt ttt ceq 
Leu Asp Lys Lys Glu Cys Val Ala Gly Ser His Phe Cys Gly Phe Pro 
50 55 60 

aaa att gga ggg cca tgc tgc agt ggc tgg tgc ttt ttc gtc tge ttg 
Lys He Gly Gly Pro Cys Cys Ser Gly Trp Cys Phe Phe Val Cys Leu 
65 70 75 

taaacctgcc gtgatgtctt ctactcccat ctgtgctacc cctcgag 

<210> 309 
<211> 78 
<212> PRT 

<213> Conus arenatus 
<400> 309 

Met Lys Leu Thr Cys Met Val He Val Thr Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Glu Leu Glu Asn Leu 
20 25 30 

Phe Leu Lys Ala Tyr His Glu Met Asn Ser Glu Ala Ser Lys Leu Asp 
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Lys Lys Glu Cys Val Ala Gly Ser His Phe Cys Gly Phe Pro Lys He 
50 55 60 

Gly Gly Pro Cys Cys Ser Gly Trp Cys Phe Phe Val Cys Leu 
65 70 75 

<210> 310 
<211> 28 
<212> PRT 

<213> Conus arenatus 
<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residue 1 may be Glu or gamma-carboxy-Glu; Xaa at residues 
12 and 17 may be Pro or hydroxy-Pro; Xaa at residue 22 may be Tr 
p or bromo-Trp 

<400> 310 

Xaa Cys Val Ala Gly Ser His Phe Cys Gly Phe Xaa Lys He Gly Gly 
1 5 10 . 15 

Xaa Cys Cys Ser Gly Xaa Cys Phe Phe Val Cys Leu 
20 25 

<210> 311 
<211> 400 
<212> DNA 

<213> Conus tessulatus 
<220> 

<221> CDS 

<222> (7) . . (243) 

<400> 311 

ggatcc atg aaa ctg acg tgt gtg gtg ate gtt get gtg atg ttc ttg 48 

Met Lys Leu Thr Cys Val Val He Val Ala Val Met Phe Leu 
15 10 

acc gcc tgg aca ttc ate acg get gat gac tec ata aat gga ctg gag 96 
Thr Ala Trp Thr Phe He Thr Ala Asp Asp Ser He Asn Gly Leu Glu 
15 20 25 30 

gat aga ggc ata tgg ggg gaa cct ttg teg aag gca cgt gac gaa atg 14 4 

Asp Arg Gly He Trp Gly Glu Pro Leu Ser Lys Ala Arg Asp Glu Met 
35 40 45 

aac ccc gaa gtc tot aaa egg gat tgc tgg cct caa tat tgg ttt tgt 192 
Asn Pro Glu Val Ser Lys Arg Asp Cys Trp Pro Gin Tyr Trp Phe Cys 
50 55 60 

ggc eta cag agg gga tgc tgc cca ggg act act tgc ttc ttc ctt tgc 240 
Gly Leu Gin Arg Gly Cys Cys Pro Gly Thr Thr Cys Phe Phe Leu Cys 
65 70 75 

ttt tagtgatctc ttcgactccc ttctgtgcta cctggcttga cctttgattg 293 
Phe 



gcgcgtgccc ttcactggtt ataaacccct ctgttcctcc tctctggacg cttcggggtg 
tccagcatcc aaataaagcg acgtccccaa aaaaaaaaaa aaaaaaa 
<210> 312 



353 
400 
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<211> 79 
<212> PRT 

<213> Conus tessulatus 



<400> 312 

Met Lys Leu Thr Cys Val Val He Val Ala Val Met Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe He Thr Ala Asp Asp Ser He Asn Gly Leu Glu Asp Ara 
20 25 30 

Gly He Trp Gly Glu Pro Leu Ser Lys Ala Arg Asp Glu Met Asn Pro 
35 40 45 

Glu Val Ser Lys Arg Asp Cys Trp Pro Gin Tyr Trp Phe Cys Gly Leu 
50 55 60 

Gin Arg Gly Cys Cys Pro Gly Thr Thr Cys Phe Phe Leu Cys Phe 
65 70 75 



<210> 313 

<211> 26 

<212> PRT 

<213> Conus tessulatus 



<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residues 3 and 7 may be Trp or bromo-Trp; Xaa at residues 
4 and 17 may be Pro or hydroxy-Pro; Xaa at residue 6 may be Tyr, 
125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or O-phospho 



<400> 313 

Asp Cys Xaa Xaa Gin Xaa Xaa Phe 
1 5 

Xaa Gly Thr Thr Cys Phe Phe Leu 
20 



Cys Gly Leu Gin Arg Gly Cys Cys 
10 15 

Cys Phe 
25 



<210> 314 

<211> 419 

<212> DNA 

<213> Conus tessulatus 



<220> 

<221> CDS 

<222> (7) . . (249) 



<400> 314 

ggatcc atg aaa ctg acg tgc gtg gtg gtc gtt get gtg ctg ttc ttg 4 8 

Met Lys Leu Thr Cys Val Val Val Val Ala Val Leu Phe Leu 
15 10 

aac gcc tgg aca ttc gcc acg get gtt gac tec aaa cat gca ctg gcg 96 
Asn Ala Trp Thr Phe Ala Thr Ala Val Asp Ser Lys His Ala Leu Ala 
15 20 25 30 

aaa ctt ttt atg aag gca cgt gac gaa atg tat aac ccc gat gcc act 144 
Lys Leu Phe Met Lys Ala Arg Asp Glu Met Tyr Asn Pro Asp Ala Thr 
35 40 45 

aaa ttg gac gat aag aga tgg tgc get tta gat ggt gaa ctt tgt ate 192 
Lys Leu Asp Asp Lys Arg Trp Cys Ala Leu Asp Gly Glu Leu Cys He 
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ata ccg gtc att ggg tec ata ttt tgc tgc cat ggc ata tgt atg ate 24 0 

lie Pro Val He Gly Ser He Phe Cys Cys His Gly He Cys Met He 
65 70 75 

tac tgc gtc tagttgaact gccgtgatgt cttctactcc cctctgtgct 289 
Tyr Cys Val 
80 

acccctggtt tgatctttga ttgccctgtg cccttcactg attatgaatc cctctgatcc 34 9 

tactctctga agacctcttg gggtccaaca tccaaataaa gcgacatccc aaaaaaaaaa 409 

a. a. a. a. a. a, a. 6. a. a 419 

<210> 315 
<211> 81 
<212> PRT 

<213> Conus tessulatus 
<400> 315 

Met Lys Leu Thr Cys Val Val Val Val Ala Val Leu Phe Leu Asn Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Val Asp Ser Lys His Ala Leu Ala Lys Leu 
20 25 30 

Phe Met Lys Ala Arg Asp Glu Met Tyr Asn Pro Asp Ala Thr Lys Leu 
35 40 45 

Asp Asp Lys Arg Trp Cys Ala Leu Asp Gly Glu Leu Cys He He Pro 
50 55 60 

Val He Gly Ser He Phe Cys Cys His Gly He Cys Met He Tyr Cys 
65 70 75 80 

Val 

<210> 316 
<211> 29 
<212> PRT 

<213> Conus tessulatus 
<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 7 may b 
e Glu or gainma-carboxy-Glu; Xaa at residue 12 may be Pro or hydro 
xy-Pro; Xaa at residue 27 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , d 
i-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 316 

Xaa Cys Ala Leu Asp Gly Xaa Leu Cys He He Xaa Val He Gly Ser 
15 10 15 

He Phe Cys Cys His Gly He Cys Met He Xaa Cys Val 
20 25 

<210> 317 
<211> 408 
<212> DNA 

<213> Conus imperialis 



<220> 

<221> CDS 

<222> (7) . . (240) 

<400> 317 

ggatcc atg aaa ctg acg tgc gtg gtg ttc gtt get gtg ccg ttc ttg 4 8 

Met Lys Leu Thr Cys Val Val Phe Val Ala Val Pro Phe Leu 
15 10 

acc gcc teg gta ttc ate acg get gat gac tee aga aat gga ate gag 96 
Thr Ala Ser Val Phe He Thr Ala Asp Asp Ser Arg Asn Gly He Glu 
15 20 25 30 

aat Gtt cot egg atg aga cgt cac gaa atg aag aac ccc aaa gcc tct 144 
Asn Leu Pro Arg Met Arg Arg His Glu Met Lys Asn Pro Lys Ala Ser 
35 40 45 

aag ttg aac aag aga cag tgc cgt gta gaa ggt gaa att tgt ggc atg 192 
Lys Leu Asn Lys Arg Gin Cys Arg Val Glu Gly Glu lie Cys Gly Met 
50 55 60 

ctg ttt gaa gea caa tgc tgc gat ggc tgg tgc ttt ttc gtc tgc atg 240 
Leu Phe Glu Ala Gin Cys Cys Asp Gly Trp Cys Phe Phe Val Cys Met 
65 70 75 

taaaactgcc gtgatgtctt etactctcct ctgtgctacc tgccctgatc tttgattggc 300 

tcgcgccctt cattggttat gaaccectct gatcctactc tctggaggcc tcaggggtcc 360 

agcatctaaa taaagcgaca teacaatcaa aaaaaaaaaa aaaaaaaa 408 

<210> 318 
<211> 78 
<212> PRT 

<213> Conus imperialis 
<400> 318 

Met Lys Leu Thr Cys Val Val Phe Val Ala Val Pro Phe Leu Thr Ala 
15 10 15 

Ser Val Phe He Thr Ala Asp Asp Ser Arg Asn Gly He Glu Asn Leu 
20 25 30 

Pro Arg Met Arg Arg His Glu Met Lys Asn Pro Lys Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Gin Cys Arg Val Glu Gly Glu He Cys Gly Met Leu Phe 
50 55 60 

Glu Ala Gin Cys Cys Asp Gly Trp Cys Phe Phe Val Cvs Met 
65 70 75 

<210> 319 
<211> 27 
<212> PRT 

<213> Conus imperialis 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Gin or pyro-Glu; Xaa at residues 5, 7 and 
14 may be Glu or gamma-carboxy-Glu; Xaa at residue 21 may be Trp 
or bromo-Trp 
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<400> 319 

Xaa Cys Arg Val Xaa Gly Xaa lie Cys Gly Met Leu Phe Xaa Ala Gin 
15 10 15 

Cys Cys Asp Gly Xaa Cys Phe Phe Val Cys Met 



<210> 


320 


<211> 


281 


<212> 


DNA 


<213> 


Conus caracteristicus 


<220> 




<221> 


CDS 


<222> 


(7) . . (234) 


<400> 


320 



ggatcc atg aaa ctg acg tgt gtg gtg ate gtt get gtg ctg ttc ttg 
Met Lys Leu Thr Cys Val Val lie Val Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttc gtc acg get gat gac tec aga aat gga ttg gag 
Thr Ala Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu 
15 20 25 30 

aat ctt ttt ccg aag gca cgt cac gaa atg aag aac ecc gaa gcc tct 
Asn Leu Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser 
35 40 45 

aaa ttg aac aag agg tgc gtt gac cct ggt gaa ttt tgt ggt ccg gga 
Lys Leu Asn Lys Arg Cys Val Asp Pro Gly Glu Phe Cys Gly Pro Gly 
50 55 60 

ttt gga gat tgc tgc act ggc ttc tgc ctt tta gtc tgc ate 
Phe Gly Asp Cys Cys Thr Gly Phe Cys Leu Leu Val Cys He 
65 70 75 

taaaactgcc gtgatgtctt ctactcccat ctgtgctacc cctcgag 

<210> 321 
<211> 76 
<212> PRT 

<213> Conus caracteristicus 
<400> 321 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Val Asp Pro Gly Glu Phe Cys Gly Pro Gly Phe Glv 
50 55 60 

Asp Cys Cys Thr Gly Phe Cys Leu Leu Val Cys lie 
65 70 75 

<210> 322 

<211> 25 

<212> PRT 

<213> Conus caracteristicus 
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<220> 

<221> SITE 
<222> (1)..(25) 

<223> Xaa at residues 4 and 10 may be Pro or hydroxy-Pro; Xaa at 
e 6 may be Glu or gamma-carboxy-Glu 

<400> 322 

Cys Val Asp Xaa Gly Xaa Phe Cys Gly Xaa Gly Phe Gly Asp Cys Cys 
15 10 15 

Thr Gly Phe Cys Leu Leu Val Cys lie 



<210> 


323 


<211> 


287 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(7) . . 


<400> 


323 



ggatcc atg aaa ctg acg tgc gtg gtg ate gtt get gtg ttg ttc ttg 
Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttc gtc atg get gat gac tec aga aat gat ttg gag 
Thr Ala Trp Thr Phe Val Met Ala Asp Asp Ser Arg Asn Asp Leu Glu 
15 20 25 30 

aat ctt ttt ctg aag gca cgt cat gaa atg aag aac ccc gaa get tct 
Asn Leu Phe Leu Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser 
35 40 45 

aaa ttg aac aag aga tgc ctt cca aat ggt gta ctt tgt gat ctg gga 
Lys Leu Asn Lys Arg Cys Leu Pro Asn Gly Val Leu Cys Asp Leu Gly 
50 55 60 

tct cca cca tac tgc tgc agt ggc tgg tgc gcg ate gtc gtc tgc ate 
Ser Pro Pro Tyr Cys Cys Ser Gly Trp Cys Ala He Val Val Cys He 
65 70 75 

taaaactgtc gtcatgtctt ctactcccat ctgtgctacc cctcgag 

<210> 324 
<211> 78 
<212> PRT 

<213> Conus miliaris 
<400> 324 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Met Ala Asp Asp Ser Arg Asn Asp Leu Glu Asn Leu 
20 25 30 

Phe Leu Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Leu Pro Asn Gly Val Leu Cys Asp Leu Gly Ser Pro 
50 55 60 

Pro Tyr Cys Cys Ser Gly Trp Cys Ala He Val Val Cys He 
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65 70 75 

<210> 325 
<211> 27 
<212> PRT 

<213> Conus miliaris 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 3, 13 and 14 may be Pro or hydroxy-Pro; Xaa at re 
sidue 15 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sul 
pho-Tyr or 0-phospho-Tyr ; Xaa at residue 20 may be Trp or bromo-T 
rp 

<400> 325 

Cys Leu Xaa Asn Gly Val Leu Cys Asp Leu Gly Ser Xaa Xaa Xaa Cys 
15 10 15 

Cys Ser Gly Xaa Cys Ala lie Val Val Cys lie 
20 25 

<210> 326 
<211> 287 
<212> DNA 

<213> Conus atlanticus 
<220> 

<221> CDS 

<222> (7) . . (240) 

<400> 326 

ggatcc atg aaa ctg acg tgc gtg gtg ate gtt get gtg ctg ttc ttg 4 8 

Met Lys Leu Thr Cys Val Val lie Val Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttc gtc acg get gat gac tec ata aat ggg ttg gag 96 
Thr Ala Trp Thr Phe Val Thr Ala Asp Asp Ser He Asn Gly Leu Glu 
15 20 25 30 

aat ctt ttt cog aag gca cgt cac gaa atg agg aaa cce gaa gcc tct 14 4 

Asn Leu Phe Pro Lys Ala Arg His Glu Met Arg Lys Pro Glu Ala Ser 
35 40 45 

aga teg aga ggg agg tgc cgt cct cgt ggt atg ttc tgt ggc ttt ccg 192 
Arg Ser Arg Gly Arg Cys Arg Pro Arg Gly Met Phe Cys Gly Phe Pro 
50 55 60 

aaa cct gga oca tac tgc tgc aat ggc tgg tgc ttt ttc gtc tgc ate 240 
Lys Pro Gly Pro Tyr Cys Cys Asn Gly Trp Cys Phe Phe Val Cys He 
65 70 75 

taaaactgcc gtgatgtgtt ctactcecat ctgtgetacc cetcgag 287 

<210> 327 
<211> 78 
<212> PRT 

<213> Conus atlanticus 
<400> 327 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 



Trp Thr Phe Val Thr Ala Asp Asp Ser He Asn Gly Leu Glu Asn Leu 
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he Pro Lys Ala Arg His Glu Met Arg Lys Pro Glu Ala Ser Arg Ser 



Arg Gly Arg Cys Arg Pro Arg Gly Met Phe Cys Gly Phe Pro Lys Pro 
50 55 60 

Gly Pro Tyr Cys Cys Asn Gly Trp Cys Phe Phe Val Cys He 
65 70 75 

<210> 328 

<211> 27 

<212> PRT 

<213> Conus atlanticus 



<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 3, 11, 13 and 15 may be Pro or hydroxy-Pro; Xaa a 
t residueie may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O 
-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 21 may be Trp or bro 
mo-Trp 



<400> 328 

Cys Arg Xaa Arg Gly Met Phe Cys 
1 5 

Cys Cys Asn Gly Xaa Cys Phe Phe 
20 



Gly Phe Xaa Lys Xaa Gly Xaa Xaa 
10 15 

Val Cys He 
25 



<210> 329 

<211> 284 

<212> DNA 

<213> Conus liv 



<220> 

<221> CDS 

<222> (7) . . (237) 



<400> 329 

ggatcc atg aaa ctg acg tgc gtg gtg ate gtt get gtg ctg ttc ttg 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu 

1 5 10 

acc gcc tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg gag 
Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu 
15 20 25 30 

aat ctt ttt tog aag gca cat cac gaa atg aag aac ccc gaa gcc tct 
Asn Leu Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser 
35 40 45 

aaa ttg aac aag agg tgc cct aac act ggt gaa tta tgt gat gtg gtt 
Lys Leu Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val 
50 55 60 

gaa caa aac tgc tgc tat acc tat tgc ttt att gta gtc tgc eta 
Glu Gin Asn Cys Cys Tyr Thr Tyr Cys Phe He Val Val Cys Leu 
65 70 75 

taaaactacc gtgatgtctt ctacteccat ctgtgctacc ectcgag 



<210> 330 
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<211> 77 
<212> PRT 

<213> Conus lividus 
<400> 330 

Met Lys Leu Thr Cys VaL Val He Val ALa Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Ser Lys Ala His His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Pro Asn Thr Gly Glu Leu Cys Asp Val Val Glu Gin 
50 55 60 

Asn Cys Cys Tyr Thr Tyr Cys Phe lie Val Val Cys Leu 
65 70 75 

<210> 331 
<211> 26 
<212> PRT 

<213> Conus lividus 
<220> 

<221> SITE 
<222> (1) . . (26) 

<223> Xaa at residue 2 may be Pro or hydroxy-Pro; Xaa at residues 6 and 
12 may be Glu or gamma-carboxy-Glu; Xaa at residues 17 and 19 ma 
y be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Tyr or 
0-phospho-Tyr 

<400> 331 

Cys Xaa Asn Thr Gly Xaa Leu Cys Asp Val Val Xaa Gin Asn Cys Cys 
15 10 15 

Xaa Thr Xaa Cys Phe He Val Val Cys Leu 
20 25 

<210> 332 
<211> 281 
<212> DNA 

<213> Conus pulicarius 
<220> 

<221> CDS 

<222> (7) . . (234) 

<400> 332 

ggatcc atg aaa ctg acg tgc atg gtg ate gtt get gtg ctg ttc ttg 48 

Met Lys Leu Thr Cys Met Val He Val Ala Val Leu Phe Leu 
15 10 

acc gee tgg aca ttc gtc aag get gat gac tec aga aat gga ttg gag 96 
Thr Ala Trp Thr Phe Val Lys Ala Asp Asp Ser Arg Asn Gly Leu Glu 
15 20 25 30 

aat ctt ttt ceg aag gea cgt cac gaa atg aag aac tee aaa gee tet 144 
Asn Leu Phe Pro Lys Ala Arg His Glu Met Lys Asn Ser Lys Ala Ser 
35 40 45 

aaa tta aac aag agg tgc gtt gaa gat ggt gat ttt tgt ggt ceg gga 192 
Lys Leu Asn Lys Arg Cys Val Glu Asp Gly Asp Phe Cys Gly Pro Gly 
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tat gaa gag tgc tgc agt ggc ttc tgc ctt tac gtc tgc ate 234 
Tyr Glu Glu Cys Cys Ser Gly Phe Cys Leu Tyr Val Cys He 
65 70 75 

taaaactgcc gtgatgtctt ctactcccat ctgtgctacc cctcgag 281 

<210> 333 
<211> 76 
<212> PRT 

<213> Conus pulicarius 
<400> 333 

Met Lys Leu Thr Cys Met Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Lys Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Ser Lys Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Cys Val Glu Asp Gly Asp Phe Cys Gly Pro Gly Tyr Glu 
50 55 60 

Glu Cys Cys Ser Gly Phe Cys Leu Tyr Val Cys He 
65 70 75 

<210> 334 
<211> 25 
<212> PRT 

<213> Conus pulicarius 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3, 13 and 14 may be Glu or gamma-carboxy-Glu; Xaa 
at residue 10 may be Pro or hydroxy-Pro; Xaa at residues 12 and 
22 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-sulpho-Ty 
r or 0-phospho-Tyr 

<400> 334 

Cys Val Xaa Asp Gly Asp Phe Cys Gly Xaa Gly Xaa Xaa Xaa Cys Cys 
15 10 15 

Ser Gly Phe Cys Leu Xaa Val Cys He 
20 25 

<210> 335 
<211> 293 
<212> DNA 

<213> Conus generalis 
<220> 

<221> CDS 

<222> (7) . . (249) 

<400> 335 

ggatcc atg aaa ctg acg tgt gtg gtg ate gtt get gtg eta tte ttg 48 
Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu 
15 10 

acc gee tgg aca ttc gtc acg get gat gac acc aga tat aaa ctg gag 96 
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Thr Ala Trp Thr Phe Val Thr Ala Asp Asp Thr Arg Tyr Lys Leu Glu 

15 20 25 30 

aat cct ttt ctg aag gca cgc aac gaa ctg cag aaa cac gaa gcc tct 

Asn Pro Phe Leu Lys Ala Arg Asn Glu Leu Gin Lys His Glu Ala Ser 

35 40 45 

caa ctg aac gag aga ggc tgc ctt gac cca ggt tac ttc tgt ggg acg 

Gin Leu Asn Glu Arg Gly Cys Leu Asp Pro Gly Tyr Phe Cys Gly Thr 

50 55 60 

ccg ttt ctt gga gca tac tgc tgc ggt ggc att tgc ctt att gtc tgc 

Pro Phe Leu Gly Ala Tyr Cys Cys Gly Gly lie Cys Leu He Val Cys 
65 70 75 

ata gaa acg taaaggcttg atgtcttcta ctcccatctg tgctacccct cgaq 
He Glu Thr 



<210> 336 
<211> 81 
<212> PRT 

<213> Conus generalis 
<400> 336 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
lb 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Thr Arg Tyr Lys Leu Glu Asn Pro 
20 25 30 

Phe Leu Lys Ala Arg Asn Glu Leu Gin Lys His Glu Ala Ser Gin Leu 
35 40 45 

Asn Glu Arg Gly Cys Leu Asp Pro Gly Tyr Phe Cys Gly Thr Pro Phe 
50 55 60 

Leu Gly Ala Tyr Cys Cys Gly Gly He Cys Leu He Val Cys He Glu 
65 70 75 80 

Thr 



<210> 337 

<211> 30 

<212> PRT 

<213> Conus generalis 



<220> 

<221> SITE 
<222> (1) . . (30) 

<223> Xaa at residues 5 and 12 may be Pro or hydroxy-Pro; Xaa at residu 
es 7 and 17 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O- 
sulpho-Tyr or 0-phospho-Tyr 

<400> 337 

Gly Cys Leu Asp Xaa Gly Xaa Phe Cys Gly Thr Xaa Phe Leu Glv Ala 
15 10 15 

Xaa Cys Cys Gly Gly He Cys Leu He Val Cys He Xaa Thr 
20 25 30 

<210> 338 
<211> 400 
<212> DNA 
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<213> Conus episcopatus 
<220> 

<221> CDS 

<222> (7) . . (234) 

<400> 338 

ggatcc atg aaa ctg acg tgc gtg gtg ate gtt get gtg ctg ttc ttg 48 

Met Lys Leu Thr Cys Val Val lie Val Ala Val Leu Phe Leu 
1 5 10 

acc gcc tgg aca ttt gcc acg get gat gac ccc aga aat gga ttg ggg 96 
Thr Ala Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly 
15 20 25 30 

aat ctt ttt teg aat gta cat cac gaa atg aag aac etc gaa gac tct 144 
Asn Leu Phe Ser Asn Val His His Glu Met Lys Asn Leu Glu Asp Ser 
35 40 45 

aaa ttg gac aag aag tgc ctt ggg ttt ggt gaa get tgt ctt atg ctt 192 
Lys Leu Asp Lys Lys Cys Leu Gly Phe Gly Glu Ala Cys Leu Met Leu 
50 55 60 

tat tea gac tgc tgc age tat tgc gtt get ctt gtc tgc eta 234 
Tyr Ser Asp Cys Cys Ser Tyr Cys Val Ala Leu Val Cys Leu 
65 70 75 

taaaaetacc gtgacgtctt ctactcccct ctgtgctace tggcttgatc tttgattggc 294 

gtgtgcgctt cactggttat gaacccctct gatcctactc tctgaagacc tctggggtcc 354 

aacatccaaa taaagcgaca tcacaaaaaa aaaaaaaaaa aaaaaa 400 

<210> 339 
<211> 76 
<212> PRT 

<213> Conus episcopatus 
<400> 339 

Met Lys Leu Thr Cys Val Val He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Ala Thr Ala Asp Asp Pro Arg Asn Gly Leu Gly Asn Leu 
20 25 30 

Phe Ser Asn Val His His Glu Met Lys Asn Leu Glu Asp Ser Lys Leu 
35 40 45 

Asp Lys Lys Cys Leu Gly Phe Gly Glu Ala Cys Leu Met Leu Tyr Ser 
50 55 60 

Asp Cys Cys Ser Tyr Cys Val Ala Leu Val Cys Leu 
65 70 75 

<210> 340 

<211> 25 

<212> PRT 

<213> Conus episcopatus 
<220> 

<221> SITE 

<222> (1) . . (25) 

<223> Xaa at residue 6 may be Glu or gamma-carboxy-Glu; Xaa at residues 
12 and 18 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-s 
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ulpho-Tyr or 0-phospho-Tyr 

<400> 340 

Cys Leu Gly Phe Gly Xaa Ala Cys Leu Met Leu Xaa Ser Asp Cys Cys 
15 10 15 

Ser Xaa Cys Val Ala Leu Val Cys Leu 
20 25 



<210> 


341 


<211> 


404 


<212> 


DNA 


<213> 


Conus episcopatus 


<220> 




<221> 


CDS 


<222> 


(7) . . (240) 


<400> 


341 



ggatcc atg aaa ctg acg tgc gtg gtg ate att get gtg ctg ttc ttg 48 
Met Lys Leu Thr Cys Val Val He He Ala Val Leu Phe Leu 
15 10 

acc gcc tgg aca ttc gtc atg get gat gac cec aga gat gaa cog gag 96 
Thr Ala Trp Thr Phe Val Met Ala Asp Asp Pro Arg Asp Glu Pro Glu 
15 20 25 30 

gca cgt gae gaa atg aac ccc gca gcc tct aaa ttg aac gag aga ggc 144 
Ala Arg Asp Glu Met Asn Pro Ala Ala Ser Lys Leu Asn Glu Arg Gly 
35 40 45 

tgc ctt gca gtt gat tat ttt tgc ggc ata ccg ttt gtg age aac ggg 192 
Cys Leu Ala Val Asp Tyr Phe Cys Gly He Pro Phe Val Ser Asn Gly 
50 55 60 

eta tgc tgc agt ggc aat tgt gtt ttt gtc tgc aca ecc eaa ggg aag 240 
Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr Pro Gin Gly Lys 
65 70 75 

taaaactgcc gtgacgtctt ctactceect etgtgctace tggcttgatc tttgattggc 300 

gtgtgcactt cactggttat gaacccctct gatcctactc tctgaagacc tctggggtcc 360 

aaeatceaaa taaagegaca tcccaaaaaa aaaaaaaaaa aaaa 404 

<210> 342 

<211> 78 

<212> PRT 

<213> Conus episcopatus 

<400> 342 
Met Lys Leu Thr 



Trp Thr Phe Val 
20 

Asp Glu Met Asn 
35 

Ala Val Asp Tyr 
50 

Cys Ser Gly Asn 



Cys Val 
5 

Met Ala 
Pro Ala 
Phe Cys 
Cys Val 



Val lie 

Asp Asp 

Ala Ser 
40 

Gly He 
55 

Phe Val 



He Ala 
10 

Pro Arg 
25 

Lys Leu 
Pro Phe 
Cys Thr 



Val Leu 

Asp Glu 

Asn Glu 

Val Ser 
60 

Pro Gin 



Phe Leu 

Pro Glu 
30 

Arg Gly 
45 

Asn Gly 
Gly Lys 



Thr Ala 
15 

Ala Arg 
Cys Leu 
Leu Cys 
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65 70 75 

<210> 343 
<211> 31 
<212> PRT 

<213> Conus episcopatus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 7 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residues 12 and 30 may b 
e Pro or hydroxy-Pro 

<400> 343 

Gly Cys Leu Ala Val Asp Xaa Phe Cys Gly lie Xaa Phe Val Ser Asn 
15 10 15 

Gly Leu Cys Cys Ser Gly Asn Cys Val Phe Val Cys Thr Xaa Gin 



<210> 


344 




<211> 


202 




<212> 


DNA 




<213> 


Conus 


achatinus 


<220> 






<221> 


CDS 




<222> 


(85) . , 


. (171) 


<400> 


344 





cgatcctctg tcctccatct attattattc gctgccaaac tgtgttaaat attcaagtct 

ctctttctgt ttgtgtctaa cagg ttg aga tgg tgc att cct aga ggt gat 
Leu Arg Trp Cys lie Pro Arg Gly Asp 
1 5 

ctt tgt ttc ccc teg gat cgc ata caa tgc tgc agt ggc aag tgc aca 
Leu Cys Phe Pro Ser Asp Arg lie Gin Cys Cys Ser Gly Lys Cys Thr 
10 15 20 25 

ttc gtc tgc atg taaaactgcc gtgatgtctt ctcctcccct c 
Phe Val Cys Met 

<210> 345 
<211> 29 
<212> PRT 

<213> Conus achatinus 
<400> 345 

Leu Arg Trp Cys lie Pro Arg Gly Asp Leu Cys Phe Pro Ser Asp Arg 
15 10 15 

lie Gin Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 
20 25 



<210> 


346 


<211> 


27 


<212> 


PRT 


<213> 


Conus achatinus 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 
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<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residues 4 and 1 
1 may be Pro or hydroxy-Pro 

<400> 346 

Xaa Cys lie Xaa Arg Gly Asp Leu Cys Phe Xaa Ser Asp Arg lie Gin 
15 10 15 

Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 
20 25 



<210> 


347 




<211> 


202 




<212> 


DNA 




<213> 


Conus 


achatinus 


<220> 






<221> 


CDS 




<222> 


(85) . , 


. (171) 


<400> 


347 





cgatcctctg tcctcctcct tcattcattc gctgccaaac tgtattaaat attcgaatct 60 

ctctttctgt ttgtgtctga caga ttg aga ggg tgc gtt cct agt ggt gaa 111 
Leu Arg Gly Cys Val Pro Ser Gly Glu 
1 5 

att tgt tac ttc atg gat cac ata gga tgc tgc agt ggc aag tgc aca 159 
lie Cys Tyr Phe Met Asp His lie Gly Cys Cys Ser Gly Lys Cys Thr 
10 15 20 25 

ttc gtc tgc atg taaaactgcc gtgatgtctt ctcctcccat c 202 
Phe Val Cys Met 

<210> 348 
<211> 29 
<212> PRT 

<213> Conus achatinus 
<400> 348 

Leu Arg Gly Cys Val Pro Ser Gly Glu lie Cys Tyr Phe Met Asp His 
15 10 15 

lie Gly Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 
20 25 

<210> 349 
<211> 27 
<212> PRT 

<213> Conus achatinus 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 4 may be Pro or hydroxy-Pro; Xaa at residue 7 may 
be Glu or gamma-carboxy-Glu; Xaa at residue 10 may be Tyr, 125-1- 
Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr 

<400> 349 

Gly Cys Val Xaa Ser Gly Xaa lie Cys Xaa Phe Met Asp His lie Gly 
15 10 15 



Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 
20 25 



130 



<210> 350 

<211> 264 

<212> DNA 

<213> Conus bullatus 



<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 350 

atg aaa ctg acg tgc gtg atg ate gtt 

Met Lys Leu Thr Cys Val Met lie Val 
1 5 

tgg aca ttc gtc acg get gat gac tec 

Trp Thr Phe Val Thr Ala Asp Asp Ser 
20 25 

ttg ccg aac gga cgt cat gaa atg atg 

Leu Pro Asn Gly Arg His Glu Met Met 
35 40 

aac aag aaa gat gaa tgc tct get cct 

Asn Lys Lys Asp Glu Cys Ser Ala Pro 

50 55 

oca gga etc tgc tgc age gag ttc tgc 

Pro Gly Leu Cys Cys Ser Glu Phe Cys 
65 70 



act gtg etg tte ttg ace gee 48 
Thr Val Leu Phe Leu Thr Ala 
10 15 

aca tat gga ttg aag aat ctt 96 
Thr Tyr Gly Leu Lys Asn Leu 
30 

aac ecc gaa gee eet aaa ttg 144 
Asn Pro Glu Ala Pro Lys Leu 
45 

ggt gca ttt tgt etc ate agg 192 
Gly Ala Phe Cys Leu He Arg 
60 

ttc ttt gcg tgt ttt 234 
Phe Phe Ala Cys Phe 
75 



tagtgacggt tgatgtcttc tactcccctc 

<210> 351 

<211> 78 

<212> PRT 

<213> Conus bullatus 



<400> 351 

Met Lys Leu Thr Cys Val Met He Val Thr Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Thr Tyr Gly Leu Lys Asn Leu 
20 25 30 

Leu Pro Asn Gly Arg His Glu Met Met Asn Pro Glu Ala Pro Lys Leu 
35 40 45 

Asn Lys Lys Asp Glu Cys Ser Ala Pro Gly Ala Phe Cys Leu He Arq 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Phe Ala Cys Phe 
65 70 75 



<210> 
<211> 
<212> 
<213> 



PRT 

Conus bulla 



<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 2 and 20 may be Glu or gamma-earboxy-Glu; Xaa at 
residues 6 and 14 may be Pro or hydroxy-Pro 
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<400> 352 

Asp Xaa Cys Ser Ala Xaa Gly Ala Phe Cys Leu lie Arg Xaa Gly Leu 



Cys Cys Ser Xaa Phe Cys Phe Phe Ala Cys Phe 
20 25 



<210> 353 

<211> 276 

<212> DNA 

<213> Conus bullatus 



<220> 

<221> CDS 

<222> (1) . . (246) 



<400> 353 

atg aaa ctg acg tgc gtg atg ate gtt act gtg ctg ttc ttg acc gcc 

Met Lys Leu Thr Cys Val Met lie Val Thr Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aga gac get ceg gat agt gea 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asp Ala Pro Asp Ser Ala 
20 25 30 

gaa gga tgg gag aaa ctt ttc teg gag gea egt gac gaa atg aag aac 
Glu Gly Trp Glu Lys Leu Phe Ser Glu Ala Arg Asp Glu Met Lys Asn 



cgc aaa gac ttt gaa ttg aga ggg tgc ctt cct agg tgg gaa ttt tgt 
Arg Lys Asp Phe Glu Leu Arg Gly Cys Leu Pro Arg Trp Glu Phe Cys 



cec ate ttt aaa aaa aac gat tge tgc agt ggc ata tgc ata age ate 
Pro lie Phe Lys Lys Asn Asp Cys Cys Ser Gly lie Cys lie Ser lie 
65 70 75 80 

tgc ttg taaaactccg tgatgtcttc tcttcccatc 
Cys Leu 

<210> 354 
<211> 82 
<212> PRT 

<213> Conus bullatus 
<400> 354 

Met Lys Leu Thr Cys Val Met He Val Thr Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asp Ala Pro Asp Ser Ala 
20 25 30 

Glu Gly Trp Glu Lys Leu Phe Ser Glu Ala Arg Asp Glu Met Lys Asn 
35 40 45 

Arg Lys Asp Phe Glu Leu Arg Gly Cys Leu Pro Arg Trp Glu Phe Cys 
50 55 60 

Pro He Phe Lys Lys Asn Asp Cys Cys Ser Gly He Cys He Ser He 
65 70 75 80 

Cys Leu 

<210> 355 
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<211> 27 
<212> PRT 

<213> Conus bullatus 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 4 and 10 may be Pro or hydroxy-Pro; Xaa at residu 
e 6 may be Trp or bromo-Trp; Xaa at residue 7 may be Glu or gamma 
-carboxy-Glu 

<400> 355 

Gly Cys Leu Xaa Arg Xaa Xaa Phe Cys Xaa lie Phe Lys Lys Asn Asp 
15 10 15 

Cys Cys Ser Gly lie Cys lie Ser lie Cys Leu 
20 25 

<210> 356 
<211> 268 
<212> 
<213> 

<220> 

<221> CDS 
<222> (1) . . (237) 

<400> 356 

atg aaa ctg acq tgc atg atg att gtt get gtg ctg ttc ttg acc gcc 
Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg ata ttt gta atg get gat gac tec aga aat gga ttg gag aat ett 
Trp lie Phe Val Met Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

cet eag aet aca cgt eac gaa atg aag aae ccc gaa gee tet aaa ttg 
Pro Gin Thr Thr Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac cag aca gac tgc ctt get aaa gac get ttc tgt gee tgg ccg ara 
Asn Gin Thr Asp Cys Leu Ala Lys Asp Ala Phe Cys Ala Trp Pro lie 
50 55 60 

ctt gga eca ctg tgc tgc agt egc ttg tgc tta tac gtc tgc atg 
Leu Gly Pro Leu Cys Cys Ser Arg Leu Cys Leu Tyr Val Cys Met 
65 70 75 

taaaactgcc gtgatgtctt ctactcccet c 

<210> 357 
<211> 79 
<212> PRT 

<213> Conus striolatus 
<400> 357 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp lie Phe Val Met Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 

20 25 30 

Pro Gin Thr Thr Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 
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Asn Gin Thr Asp Cys Leu Ala Lys Asp Ala Phe Cys Ala Trp Pro lie 
50 55 60 

Leu Gly Pro Leu Cys Cys Ser Arg Leu Cys Leu Tyr Val Cys Met 
65 ■ 70 75 

<210> 358 
<211> 28 
<212> PRT 

<213> Conus striolatus 
<220> 

<221> SITE 
<222> (1) . . (28) 

<223> Xaa at residue 11 may be Trp or bromo-Trp; Xaa at residues 12 and 
16 may be Pro or hydroxy- Pro; Xaa at residue 25 may be Tyr, 125- 
I-Tyr, mono-iodo-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr . 

<400> 358 



Asp Cys 

1 


Leu 


Ala 


Lys 
5 


Asp 


Ala 


Phe 


Cys 


Ala 
10 


Xaa 


Xaa 


He 


Leu 


Gly 

15 


Xaa 


Leu Cys 


Cys 


Ser 
20 


Arg 


Leu 


Cys 


Leu 


Xaa 
25 


Val 


Cys 


Met 










<210> 
<211> 
<212> 
<213> 


359 
266 
DNA 
























<220> 
<221> 
<222> 


CDS 
(1) . . 


, (241 


5) 
























<400> 
atg aaa 
Met Lys 
1 


359 
ctg 
Leu 


acg 
Thr 


tgc 
Cys 
5 


atg 
Met 


atg 
Met 


ate 
He 


gtt 
Val 


get 
Ala 
10 


gtg 
Val 


ctg 
Leu 


ttc 
Phe 


ttg 
Leu 


ace 
Thr 
15 


gcc 
Ala 


tgg aca 
Trp Thr 


ttc 
Phe 


gtc 
Val 
20 


acg 
Thr 


get 
Ala 


gat 
Asp 


Asp 


Ser 
25 


Arg 


aat 
Asn 


gga 
Gly 


ttg 
Leu 


gag 
Glu 
30 


Asn 


ett 
Leu 


tot cog 
Ser Pro 


aag 
Lys 
35 


gca 
Ala 


cgt 
Arg 


cac 
His 


gaa 
Glu 


atg 
Met 
40 


aag 
Lys 


aac 
Asn 


ccc 
Pro 


gaa 
Glu 


gcc 
Ala 
45 


tct 
Ser 


aaa 
Lys 


teg 
Ser 


aac aag 
Asn Lys 
50 


aga 
Arg 


tat 
Tyr 


gag 
Glu 


tgc 
Cys 


tat 
Tyr 
55 


tct 
Ser 


act 
Thr 


ggt 
Gly 


aca 
Thr 


ttt 
Phe 
60 


tgt 
Cys 


ggc 
Gly 


ate 
He 


aac 
Asn 


gga gga 
Gly Gly 
65 


etc 
Leu 


tgc 
Cys 


tgc 
Cys 


age 
Ser 
70 


aac 
Asn 


ett 
Leu 


tgc 
Cys 


tta 
Leu 


ttt 
Phe 
75 


ttc 
Phe 


gtg 
Val 


tgc 
Cys 


tta 
Leu 


aca 
Thr 
80 



ttt teg tgatgtcttc tcctcccctc 
Phe Ser 

<210> 360 

<211> 82 

<212> PRT 

<213> Conus consors 



<400> 360 
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Met Lys Leu Thr Cys Met Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Ser Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

Asn Lys Arg Tyr Glu Cys Tyr Ser Thr Gly Thr Phe Cys Gly He Asn 
50 55 60 

Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 
65 70 75 80 

Phe Ser 

<210> 361 
<211> 31 
<212> PRT 

<213> Conus censors 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 1 and 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di- 
iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 2 may be 
Glu or gamma-carboxy-Glu 

<400> 361 

Xaa Xaa Cys Xaa Ser Thr Gly Thr Phe Cys Gly He Asn Gly Gly Leu 
15 10 15 

Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr Phe Ser 



<210> 


362 


<211> 


289 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(1) . . 


<400> 


362 


atg aaa 


. ctg i 


Met Lys 


Leu ' 



tgg aca ttc gtc acg get gat gac tec aga tat gga ttg aag aat ctt 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 



ttt cog aag gca cgt cat gaa atg aag aac cct gaa gcc tct aaa ttg 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 



aac aag aga gat ggg tgc tat aat get ggt aca ttt tgt ggc ate cgt 
Asn Lys Arg Asp Gly Cys Tyr Asn Ala Gly Thr Phe Cys Gly He Arg 
50 55 60 

cea gga etc tgc tgc age gag ttt tgc ttt tta tgg tgc ata aca ttt 
Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
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gtt gat tct ggc taacagtgtg cgttggttga tgtcttctac tcccctc 289 
Val Asp Ser Gly 

<210> 363 
<211> 84 
<212> PRT 

<213> Conus consors 
<400> 363 

Met Lys Leu Thr Cys Leu Met He Val Ala Val Leu Phe Leu Thr Thr 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Tyr Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Gly Cys Tyr Asn Ala Gly Thr Phe Cys Gly He Arg 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys He Thr Phe 
65 70 75 80 

Val Asp Ser Gly 

<210> 364 
<211> 32 
<212> PRT 

<213> Conus consors 
<220> 

<221> SITE 
<222> (1) . . (32) 

<223> Xaa at residue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 14 may be Pro or 

hydroxy-Pro; Xaa at residue 20 may be Glu or gamma-carboxy-Glu; 
Xaa at residue 25 may be Trp or bromo-Trp 

<400> 364 

Asp Gly Cys Xaa Asn Ala Gly Thr Phe Cys Gly lie Arg Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Phe Leu Xaa Cys He Thr Phe Val Asp Ser 
20 25 30 



<210> 


365 




<211> 


205 




<212> 


DNA 




<213> 


Conus circum( 




<220> 






<221> 


CDS 




<222> 


(83) . . (175) 




<400> 


365 





cgatccatct gtccatccat ctattcattc attcgctgcc aaactgtatt aaatattcaa 

gtctctcttt ctgtttgtgt ct aac aga ttg agt agg tgc att cct agt ggt 
Asn Arg Leu Ser Arg Cys He Pro Ser Gly 
15 10 
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gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc aat gcc aag tgc 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Asn Ala Lys Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctcttccctc 
Ala Phe Val Cys Leu 



<210> 366 
<211> 31 
<212> PRT 

<213> Conus circumcisus 
<400> 366 

Asn Arg Leu Ser Arg Cys lie Pro Ser Gly Asp Leu Cys Phe Pro Ser 
15 10 15 

Asp His lie Gin Cys Cys Asn Ala Lys Cys Ala Phe Val Cys Leu 



<210> 


367 


<211> 


26 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 3 


<400> 


367 


Cys 11 


e Xaa Ser Gly Asp ] 


1 


5 


Cys Asn Ala Lys Cys Ala 1 




20 


<210> 


368 


<211> 


206 


<212> 


DNA 


<213> 


Conus circumcisus 


<220> 




<221> 


CDS 


<222> 


(83) . . (175) 


<400> 


368 



Ser Asp His lie Gin Cys 



cgatccatct gtccatccat ctattcattc attcgctgtc aaactgtatt aaatattcaa 

gtctctcttt ctgtttgtgt ct aac aga ttg agt tgg tgc att cct agt ggt 
Asn Arg Leu Ser Trp Cys lie Pro Ser Gly 
15 10 

gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc agt gcc aag tgc 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Ser Ala Lys Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctactcccct c 
Ala Phe Val Cys Leu 



<210> 369 
<211> 31 
<212> PRT 
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<213> Conus circumcisus 
<400> 369 

Asn Arg Leu Ser Trp Cys lie Pro Ser Gly Asp Leu Cys Phe Pro Ser 
15 10 15 

Asp His lie Gin Cys Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 
20 25 30 



<210> 


370 


<211> 


27 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 


<223> 


Xaa at residue 1 may 



1 may be Pro or hydroxy-Pro 
<400> 370 

Xaa Cys lie Xaa Ser Gly Asp Leu Cys Phe Xaa Ser Asp His lie Gin 
15 10 15 

Cys Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 
20 25 



<210> 


371 


<211> 


206 


<212> 


DNA 


<213> 




<220> 




<221> 


CDS 


<222> 


(83) 


<400> 


371 


cgatcc 


:atct ( 



:ccat ctattcattc attcgctgtc aaactgtatt aaatattcaa 60 

gtctctcttt ctgtttgtgt ct aac aga ttg agt agg tgc att cct agt ggt 112 
Asn Arg Leu Ser Arg Cys lie Pro Ser Gly 
15 10 

gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc agt gcc aag tgc 160 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Ser Ala Lys Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctcctcccct c 20 6 

Ala Phe Val Cys Leu 
30 

<210> 372 
<211> 31 
<212> PRT 

<213> Conus circumcisus 
<400> 372 

Asn Arg Leu Ser Arg Cys lie Fro Ser Gly Asp Leu Cys Phe Pro Ser 
15 10 15 

Asp His lie Gin Cys Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 
20 25 30 

<210> 373 
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<211> 26 
<212> PRT 

<213> Conus circiomcisus 
<220> 

<221> SITE 
<222> (1) . . (25) 

<223> Xaa at residues 3 and 10 may be Pro or hydroxy-Pro. 
<400> 373 

Cys lie Xaa Ser Gly Asp Leu Cys Phe Xaa Ser Asp His lie Gin Cys 
15 10 15 

Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 



<210> 


374 


<211> 


206 


<212> 


DNA 


<213> 


Genu; 


<220> 




<221> 


CDS 


<222> 


(83) 


<400> 


374 



. (175) 



cgatccatct gtccatccat ctattcattc attcgctgcc aaactgtatt aaatattcaa 

gtctctcttt ctgtttgtgt ct aac aga ttg agt agg tgc att cct agt ggt 
Asn Arg Leu Ser Arg Cys lie Pro Ser Gly 
15 10 

gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc aat gcc gag tgc 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Asn Ala Glu Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctcctcccct c 
Ala Phe Val Cys Leu 



<210> 


375 


<211> 


31 


<212> 


PRT 


<213> 


Conus circumcisus 


<400> 


375 


Asn Arg Leu Ser Arg Cys : 


1 


5 


Asp His lie Gin Cys Cys i 




20 


<210> 


376 


<211> 


26 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 3 



2 0 may be Glu or gamma-carboxy-Glu 



<400> 



376 
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Cys He Xaa Ser Gly Asp Leu Cys Phe Xaa Ser Asp His lie Gin Cys 
15 10 15 

Cys Asn Ala Xaa Cys Ala Phe Val Cys Leu 



<210> 


377 


<211> 


206 


<212> 


DNA 


<213> 


Conus circumcisus 


<220> 




<221> 


CDS 


<222> 


(83) . . (175) 


<400> 


377 


cgatccatct gtccatccat ctattcattc 



gtctctcttt ctgtttgtgt ct aac aga ttg agt tgg tgc att cct agt ggt 
Asn Arg Leu Ser Trp Cys He Pro Ser Gly 
15 10 

gat ctt tgt ttc ccc teg gat cac ata cga tgc tgc agt gcc aag tgc 
Asp Leu Cys Phe Pro Ser Asp His He Arg Cys Cys Ser Ala Lys Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctcttcccat c 
Ala Phe Val Cys Leu 



. Cys Phe Pro Ser 
15 



<210> 


378 


<211> 


31 


<212> 


PRT 


<213> 


Conus circumcisus 


<400> 


378 


Asn Arg Leu Ser Trp Cys He 


1 


5 


Asp His He Arg Cys Cys Ser 




20 


<210> 


379 


<211> 


27 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 


<223> 


Xaa at residue 1 may 



Phe Val Cys Le 
30 



1 may be Pro or hydroxy-Pro 



-Trp; Xaa at residues 4 and 1 



<400> 379 

Xaa Cys He Xaa Ser Gly Asp Leu Cys Phe Xaa Ser Asp His He Arg 
15 10 15 

Cys Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 380 
<211> 206 
<212> DNA 

<213> Conus circumcisus 



140 



<220> 

<221> CDS 

<222> (83) . . (175) 

<400> 380 

cgatccatct gtccatccat ctattcattc attcgctgcc aaactgtatt aaatattcaa 

gtctctcttt ctgtttgtgt ct aac aga ttg agt agg tgc att cct agt ggt 
Asn Arg Leu Ser Arg Cys lie Pro Ser Gly 
15 10 

gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc aat gcc aag tgc 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Asn Ala Lys Cys 
15 20 25 

gca ttc gcc tgc ttg taaaactgcc gtgatgtctt ctcttcccct c 
Ala Phe Ala Cys Leu 
30 



<210> 


381 


<211> 


31 


<212> 


PRT 


<213> 


Conus circumcisus 


<400> 


381 


Asn Arg Leu Ser Arg Cys '. 


1 


5 


Asp His 


; He Gin Cys Cys i 




20 


<210> 


382 


<211> 


26 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 3 


<400> 


382 


Cys lie Xaa Ser Gly Asp ] 


1 


5 


Cys Asn Ala Lys Cys Ala ] 




20 


<210> 


383 


<211> 


206 


<212> 


DNA 


<213> 


Conus circumcisus 


<220> 




<221> 


CDS 


<222> 


(83) . . (175) 


<400> 


383 



cgatccatct gtccatccat ctattcattc attcgctgcc aaactgtatt aaatattcaa 60 

gtctctcttt ctgtttgtgt ct aac aga ttg agt tgg tgc att cct agt ggt 112 
Asn Arg Leu Ser Trp Cys lie Pro Ser Gly 
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gat ctt tgt ttc ccc teg gat cac ata caa tgc tgc aat gcc aag tgc 
Asp Leu Cys Phe Pro Ser Asp His lie Gin Cys Cys Asn Ala Lys Cys 
15 20 25 

gca ttc gtc tgc ttg taaaactgcc gtgatgtctt ctactcccct c 
Ala Phe Val Cys Leu 
30 

<210> 384 
<211> 31 
<212> PRT 

<213> Conus circumcisus 
<400> 384 

Asn Arg Leu Ser Trp Cys lie Pro Ser Gly Asp Leu Cys Phe Pro Ser 
15 10 15 

Asp His lie Gin Cys Cys Asn Ala Lys Cys Ala Phe Val Cys Leu 
20 25 30 



<210> 


385 


<211> 


27 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) - . (27) 


<223> 


Xaa at residue 1 may be 




1 may be Pro or hydroxy- 


<400> 


385 



Xaa Cys lie Xaa Ser Gly Asp Leu Cys Phe Xaa Ser Asp His lie Gin 
15 10 15 

Cys Cys Asn Ala Lys Cys Ala Phe Val Cys Leu 
20 25 

<210> 386 
<211> 200 
<212> DNA 

<213> Conus circumcisus 
<220> 

<221> CDS 

<222> (77).. (169) 

<400> 386 

cgatcctctg tcctcctcta ttattattcg ctgccaactg tattaaatat tcaagtctct 

ctttctgttt gtgtct aac aga ttg agt tgg tgc att cct act ggt gat ctt 
Asn Arg Leu Ser Trp Cys lie Pro Thr Gly Asp Leu 
15 10 

tgt ttc ccc teg gat cac ata caa tgc tgc agt ggc aag tgc aca ttc 
Cys Phe Pro Ser Asp His lie Gin Cys Cys Ser Gly Lys Cys Thr Phe 
15 20 25 

gtc tgc atg taaaactgcc gtgatgtctt ctcctcccct c 
Val Cys Met 



<210> 387 
<211> 31 
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<212> PRT 

<213> Conus circumcisus 
<400> 387 

Asn Arg Leu Ser Trp Cys lie Pro Thr Gly Asp Leu Cys Phe Pro Ser 
1 5 10 ' 15 

Asp His lie Gin Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 



<210> 


388 


<211> 


27 


<212> 


PRT 


<213> 


Conus circumcisus 


<220> 




<221> 


SITE 


<222> 


(1) . . (27) 


<223> 


Xaa at residual may be 




1 may be Pro or hydroxy- 


<400> 


388 



Xaa Cys lie Xaa Thr Gly Asp Leu Cys Phe Xaa Ser Asp His lie Gin 
15 10 15 

Cys Cys Ser Gly Lys Cys Thr Phe Val Cys Met 
20 25 



<210> 


389 


<211> 


266 


<212> 


DNA 


<213> 


Conus monachus 


<220> 




<221> 


CDS 


<222> 


(1) . . (246) 


<400> 


389 


atg as 


la ctg acg tgc atg 


Met Lys Leu Thr Cys Met 


1 


5 



tgg aca ttc gtc acg get gat gac tec aga aat gga ttg gag aat ctt 
Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

tot ccg aag gca cgt cac gaa atg aag aac ccc gaa gee tct aaa teg 
Ser Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

aac aag aga tat gag tgc tat tet act ggt aca ttt tgt ggc ate aae 
Asn Lys Arg Tyr Glu Cys Tyr Ser Thr Gly Thr Phe Cys Gly lie Asn 
50 55 60 

gga gga etc tgc tgc age aae ctt tgc tta ttt tte gtg tgc tta aea 
Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 



<210> 390 
<211> 82 
<212> PRT 
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<213> Conus monachus 
<400> 390 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Ser Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

Asn Lys Arg Tyr Glu Cys Tyr Ser Thr Gly Thr Phe Cys Gly lie Asn 
50 55 60 

Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 



<210> 391 
<211> 31 
<212> PRT 

<213> Conus monachus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 1 and 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di- 
iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 2 may be 
Glu or gamma-carboxy-Glu 



<400> 391 




























Xaa Xaa Cys 
1 


Xaa 


Ser 
5 


Thr 


Gly 


Thr 


Phe 


Cys 
10 


Gly 


He 


Asn 


Gly 


Gly 

15 


Leu 


Cys Cys Ser 


Asn 
20 


Leu 


Cys 


Leu 


Phe 


Phe 
25 


Val 


Cys 


Leu 


Thr 


Phe 
30 


Ser 




<210> 392 




























<211> 277 




























<212> DNA 




























<213> Conus stercusmuscarum 


















<220> 




























<221> CDS 




























<222> (1) . . 


. (246) 
























<400> 392 




























atg aaa ctg 
Met Lys Leu 
1 


acg 
Thr 


tgc 
Cys 
5 


atg 
Met 


atg 
Met 


ate 
He 


gtt 
Val 


get 
Ala 

10 


gtg 
Val 


ctg 
Leu 


ttc 
Phe 


ttg 
Leu 


acc 
Thr 
15 


gcc 
Ala 


tgg aca ttc 
Trp Thr Phe 


gtc 
Val 
20 


aca 
Thr 


get 
Ala 


gat 
Asp 


gac 
Asp 


tec 
Ser 
25 


ata 
He 


aat 
Asn 


gga 
Gly 


cog 
Pro 


gag 
Glu 
30 


aat 
Asn 


aga 
Arg 


cga ata tgg 
Arg lie Trp 
35 


gag 
Glu 


aaa 
Lys 


ctt 
Leu 


ttg 
Leu 


ttg 
Leu 
40 


aag 
Lys 


gca 
Ala 


cgt 
Arg 


gac 
Asp 


gaa 
Glu 
45 


atg 
Met 


aag 
Lys 


aac 
Asn 


ccc gaa gcc 
Pro Glu Ala 
50 


tct 
Ser 


caa 
Gin 


ttg 
Leu 


aga 
Arg 
55 


tgg 
Trp 


tgc 
Cys 


att 
He 


cet 
Pro 


agt 
Ser 
60 


ggt 
Gly 


gaa 
Glu 


ctt 
Leu 


tgt 
Cys 
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ttc cgc teg gat cac ata caa tgc tgc agt gcc aag tgc gca ttc gtc 240 
Phe Arg Ser Asp His lie Gin Cys Cys Ser Ala Lys Cys Ala Phe Val 
65 70 75 80 

tgc ttg taaaactacc gtgatgtctt ctcctcccat c 277 
Cys Leu 

<210> 393 
<211> 82 
<212> PRT 

<213> Conus stercusmuscarum 
<400> 393 

Met Lys Leu Thr Cys Met Met lie Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser lie Asn Gly Pro Glu Asn Arg 
20 25 30 

Arg lie Trp Glu Lys Leu Leu Leu Lys Ala Arg Asp Glu Met Lys Asn 
35 40 45 

Pro Glu Ala Ser Gin Leu Arg Trp Cys lie Pro Ser Gly Glu Leu Cys 
50 55 60 

Phe Arg Ser Asp His lie Gin Cys Cys Ser Ala Lys Cys Ala Phe Val 
65 70 75 80 

Cys Leu 

<210> 394 
<211> 27 
<212> PRT 

<213> Conus stercusmuscarum 
<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residue 1 may be Trp or bromo-Trp; Xaa at residue 4 may be 
Pro or hydroxy-Pro; Xaa at residue 7 may be Glu or gamma- carboxy 
-Glu 

<400> 394 

Xaa Cys lie Xaa Ser Gly Xaa Leu Cys Pro Arg Ser Asp His lie Gin 
15 10 15 

Cys Cys Ser Ala Lys Cys Ala Phe Val Cys Leu 
20 25 



<210> 


395 










<211> 


266 










<212> 


DNA 










<213> 


Conus stercusmuscarum 










<220> 












<221> 


CDS 










<222> 


(1) . . (246) 










<400> 


395 










atg aae 


1 ctg acg tgt gtg atg ate 


gtt 


get gtg 


ctg 


tte ttg ate 


Met Lys Leu Thr Cys Val Met lie 


Val 


Ala Val 


Leu 


Phe Leu He 


1 


5 




10 




15 



tgg aca ttc gtc acg get gat gac tec aga aat gga ttg 



145 



Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
20 25 30 

ttt ccg aag gca cgt cat gaa atg aag aac ccc gaa gcc tct aaa ttg 144 
Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

aac aag aga gat ggg tgc tct agt ggt ggt aca ttt tgt ggc ate cgt 192 
Asn Lys Arg Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly lie Arg 
50 55 60 

cca gga etc tgc tgc age gag ttt tgc ttt ctt tgg tgc ata aca ttt 240 
Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys lie Thr Phe 
65 70 75 80 

att gat tgatgtcttc tattcccctc 266 
lie Asp 

<210> 396 
<211> 82 
<212> PRT 

<213> Conus stercusmuscarum 
<400> 396 

Met Lys Leu Thr Cys Val Met lie Val Ala Val Leu Phe Leu lie Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Lys Asn Leu 
20 25 30 

Phe Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Leu 
35 40 45 

Asn Lys Arg Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly lie Arg 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Phe Cys Phe Leu Trp Cys lie Thr Phe 
65 70 75 80 

lie Asp 

<210> 397 
<211> 31 
<212> PRT 

<213> Conus stercusmuscarum 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residue 14 may be Pro or hydroxy- Pro ; Xaa at residue 20 ma 
y be Glu or gamma-carboxy-Glu; Xaa at residue 25 may be Trp or br 
omo-Trp 

<400> 397 

Asp Gly Cys Ser Ser Gly Gly Thr Phe Cys Gly lie Arg Xaa Gly Leu 
15 10 15 

Cys Cys Ser Xaa Phe Cys Phe Leu Xaa Cys lie Thr Phe lie Asp 
20 25 30 

<210> 398 
<211> 265 
<212> DNA 

<213> Conus striolatus 
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<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 398 
atg aaa ctg 
Met Lys Leu 

1 

tgg aca ttc 
Trp Thr Phe 



ctt ctg aag 
Leu Leu Lys 
35 

ggc ggt agg 
Gly Gly Arg 
50 

gga cca tac 
Gly Pro Tyr 
65 



acg tgc ata 
Thr Cys lie 
5 

gtc acg get 
Val Thr Ala 
20 

aca cgt cac 
Thr Arg His 



tgc cgt cct 
Cys Arg Pro 



tgc tgc agt 
Cys Cys Ser 
70 



atg acc gtt 
Met Thr Val 



gat gac tec 
Asp Asp Ser 
25 

gaa gtg gaa 
Glu Val Glu 
40 

ggt ggt acg 
Gly Gly Thr 
55 

ggc tgg tgc 
Gly Trp Cys 



get gtg ctg 
Ala Val Leu 
10 

aga aat gga 
Arg Asn Gly 



aac ccc aaa 
Asn Pro Lys 



gtt tgt ggc 
Val Cys Gly 
60 

ttt ttt gtc 
Phe Phe Val 
75 



ttc ttg acc 
Phe Leu Thr 
15 

ttg gag aat 
Leu Glu Asn 
30 

gee tct agg 
Ala Ser Arg 
45 

ttt ccg aaa 
Phe Pro Lys 



tgc gcc 
Cys Ala 



get 4 8 

Ala 



ctt 96 
Leu 



teg 144 
Ser 



cct 192 
Pro 



234 



taaaectgcc gtgatgtett ctectcccat 

<210> 399 

<211> 78 

<212> PRT 

<213> Conus striolatus 



<400> 399 

Met Lys Leu Thr Cys lie Met Thr Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Leu Leu Lys Thr Arg His Glu Val Glu Asn Pro Lys Ala Ser Arg Ser 
35 40 45 

Gly Gly Arg Cys Arg Pro Gly Gly Thr Val Cys Gly Phe Pro Lys Pro 
50 55 ■ 60 



Gly Pro Tyr Cys Cys Ser Gly Trp Cys Phe Phe Val Cvs Ala 
65 70 75 

<210> 400 

<211> 27 

<212> PRT 

<213> Conus striolatus 



<220> 

<221> SITE 
<222> (1) . . (27) 

<223> Xaa at residues 3, 11, 13 and 15 may be Pro or hydroxy-Pro; Xaa a 
t residue 16 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O 
-sulpho-Tyr or 0-phospho-Tyr; Xaa at residue 21 may be Trp or bro 
mo-Trp 



<400> 400 

Cys Arg Xaa Gly Gly Thr Val Cys Gly Phe Xaa Lys Xaa Gly Xaa X; 
15 10 15 
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Cys Cys Ser Gly Xaa Cys Phe Phe Val Cys Ala 
20 25 

<210> 401 
<211> 272 
<212> DNA 

<213> Conus striolatus 

<220> 

<221> CDS 

<222> (1)..(243) 

<400> 401 

atg aaa ctg acg tgc gtg atg ate gtt get gtg ctg ttc ttg act gcc 
Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

tgg aca ttc gtc acg get gat gac tec aaa aat gga ctg gag aat cat 
Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 
20 25 30 

ttt tgg aag gca cgt gac gaa atg aag aac cgc gaa gee tct aaa ttg 
Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 
35 40 45 

gac aaa aag gaa gee tgc tat ceg ect ggt act ttt tgt ggc ata aag 
Asp Lys Lys Glu Ala Cys Tyr Pro Pro Gly Thr Phe Cys Gly He Lvs 
50 55 60 

cee ggg eta tgc tgc agt gag ttg tgt tta ccg gcc gtc tgc gtc ggt 
Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Pro Ala Val Cys Val Gly 
65 70 75 80 

ggt taactgccgt gatgtcttct atteccetc 
Gly 

<210> 402 
<211> 81 
<212> PRT 

<213> Conus striolatus 
<400> 402 

Met Lys Leu Thr Cys Val Met He Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Trp Thr Phe Val Thr Ala Asp Asp Ser Lys Asn Gly Leu Glu Asn His 
20 25 30 

Phe Trp Lys Ala Arg Asp Glu Met Lys Asn Arg Glu Ala Ser Lys Leu 
35 40 45 

Asp Lys Lys Glu Ala Cys Tyr Pro Pro Gly Thr Phe Cys Gly He Lys 
50 55 60 

Pro Gly Leu Cys Cys Ser Glu Leu Cys Leu Pro Ala Val Cys Val Glv 
65 70 75 80 

Gly 

<210> 403 

<211> 29 

<212> PRT 

<213> Conus striolatus 
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<220> 

<221> SITE 
<222> (1) . . (29) 

<223> Xaa at residues 1 and 20 may be Glu or gairana-carboxy-Glu; Xaa at 
resxdue 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr , di-iodo-Tyr, 0-s 
ulpho-Tyr or 0-phospho-Tyr ; Xaa at residues 5, 6, 14 and 24 may b 
e Pro or hydroxy-Pro 

<400> 403 

Xaa Ala Cys Xaa Xaa Xaa Gly Thr Phe Cys Gly He Lys Xaa Gly Leu 

15 10 15 

Cys Cys Ser Xaa Leu Cys Leu Xaa Ala Val Cys Val Glv 
20 25 



<210> 
<211> 
<212> 
<213> 



404 
265 
DNA 

Conus striolatus 



<220> 

<221> CDS 

<222> (1)..(246) 



<400> 404 

atg aaa ctg acg tgt ctg atg get gtt get gtg ctg ttc ttg ace gee 

Met Lys Leu Thr Cys Leu Met Ala Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

egg aca ttc gtc acg get gat gae tec aga aat gga ttg gag aat ctt 
Arg Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

tct ccg aag gca cgt cae gaa atg aag aac cec gaa gee tet aaa teg 
Ser Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

aac aag aga tat gag tge tat tet act ggt aca ttt tgt ggc ate aac 
Asn Lys Arg Tyr Glu Cys Tyr Ser Thr Gly Thr Phe Cys Gly He Asn 



gga gga etc tgc tge age aac ctt tge tta ttt ttc gtg tgc tta aca 
Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 
65 70 75 80 

ttt teg tgatgtctte tateecctc 
Phe Ser 



<210> 405 

<211> 82 

<212> PRT 

<213> Conus striolatus 



<400> 405 

Met Lys Leu Thr Cys Leu Met Ala Val Ala Val Leu Phe Leu Thr Ala 
15 10 15 

Arg Thr Phe Val Thr Ala Asp Asp Ser Arg Asn Gly Leu Glu Asn Leu 
20 25 30 

Ser Pro Lys Ala Arg His Glu Met Lys Asn Pro Glu Ala Ser Lys Ser 
35 40 45 

Asn Lys Arg Tyr Glu Cys Tyr Ser Thr Gly Thr Phe Cys Gly He Asn 
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50 55 60 

Gly Gly Leu Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr 
65 70 75 80 

Phe Ser 

<210> 406 
<211> 31 
<212> PRT 

<213> Conus striolatus 
<220> 

<221> SITE 
<222> (1) . . (31) 

<223> Xaa at residues 1 and 4 may be Tyr, 125-I-Tyr, mono-iodo-Tyr, di- 
iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 2 may be 
Glu or gairana-carboxy-Glu 

<400> 406 

Xaa Xaa Cys Xaa Ser Thr Gly Thr Phe Cys Gly lie Asn Gly Gly Leu 
15 10 15 

Cys Cys Ser Asn Leu Cys Leu Phe Phe Val Cys Leu Thr Phe Ser 
20 25 30 

<210> 407 
<211> 287 
<212> DNA 

<213> Conus striolatus 
<220> 

<221> CDS 

<222> (1) . . (231) 

<400> 407 

atg aaa ctg acg tgt atg gtg ate gtc gee gtg ctg etc ctg acg acc 48 

Met Lys Leu Thr Cys Met Val He Val Ala Val Leu Leu Leu Thr Thr 
15 10 15 

tgt cat etc ate aca get gat gae tec aga ggt acg cag aag cat cgt 96 
Cys His Leu lie Thr Ala Asp Asp Ser Arg Gly Thr Gin Lys His Arg 
20 25 30 

tec ctg agg teg act ace aaa gtc tec aag teg act age tgc atg aaa 144 
Ser Leu Arg Ser Thr Thr Lys Val Ser Lys Ser Thr Ser Cys Met Lys 
35 40 45 

gee ggg tet tat tgc gtc get act acg aga ate tgc tgc ggt tat tgc 192 
Ala Gly Ser Tyr Cys Val Ala Thr Thr Arg He Cys Cys Gly Tyr Cys 
50 55 60 

get tat ttc ggc aaa ata tgt att ggc tat cec aaa aac tgatcetcce 241 
Ala Tyr Phe Gly Lys He Cys He Gly Tyr Pro Lys Asn 
65 70 75 

cctactgtgc tctatccttt tctgcctgat gtcttctcct cccctc 287 

<210> 408 

<211> 77 

<212> PRT 

<213> Conus striolatus 

<400> 408 
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Met Lys Leu Thr Cys Met Val lie Val Ala Val Leu Leu Leu Thr Thr 
15 10 15 

Cys His Leu lie Thr Ala Asp Asp Ser Arg Gly Thr Gin Lys His Arg 
20 25 30 

Ser Leu Arg Ser Thr Thr Lys Val Ser Lys Ser Thr Ser Cys Met Lys 
35 40 45 

Ala Gly Ser Tyr Cys Val Ala Thr Thr Arg lie Cys Cys Gly Tyr Cys 
50 55 60 

Ala Tyr Phe Gly Lys He Cys He Gly Tyr Pro Lys Asn 
65 70 75 

<210> 409 
<211> 35 
<212> PRT 

<213> Conus striolatus 
<220> 

<221> SITE 
<222> (1) . . (35) 

<223> Xaa at residues 10, 21, 24 and 32 may be Tyr, 125-I-Tyr, mono-iod 
o-Tyr, di-iodo-Tyr, 0-sulpho-Tyr or 0-phospho-Tyr ; Xaa at residue 
33 may be Pro or hydroxy-Pro 

<400> 409 

Ser Thr Ser Cys Met Lys Ala Gly Ser Xaa Cys Val Ala Thr Thr Arg 
15 10 15 

He Cys Cys Gly Xaa Cys Ala Xaa Phe Gly Lys He Cys He Gly Xaa 



Xaa Lys Asn 
35 



